

80 



SEQUENCE LISTING 


GENERAL INFORMATION: 


APPLICANTS: \ BUKH, J., MILLER, R.H. AND 
1 \ PURCELL, R.H. 

TITLE OF INVENTION: NUCLEOTIDE AND DEDUCED 

AMINO ACID SEQUENCES OF THE ENVELOPE 1 AND 
CORE GENES jOF 1 ISOLATES OF HEPATITIS C VIRUS 
AND THE USE, OF REAGENTS DERIVED FROM THESE 
SEQUENCES IN DIAGNOSTIC METHODS AND 
VACCINES 


( iii ) 


NUMBER OF SEQUENCES: 


iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: MORGAN & FINNEGAN, L.L.P. 

(B) STREET: 1 345 PARK AVENUE 

(C) CITY: i NEW YORK 

(D) STATE: i NEW YORK 

(E) COUNTRY:! USA 

(F) ZIP: 10154 

(v) COMPUTER READABLE FORM: 

(A) MEDIUM TflPE: FLOPPY DISK 

(B) COMPUTER:! IBM PC COMPATIBLE 

(C) OPERATING! SYSTEM: PC-DOS/MS-DOS 

(D) SOFTWARE:! WORDPERFECT 5.1 

(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: TO BE ASSIGNED 

(B) FILING DATE: 26 -MAY- 1998 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 08/290,665 

(B) FILING DATE: 15-AUG-1994 

(viii ) CURRENT APPLICATION DATA: 

(A) APPLICATION! NUMBER: 08/086,428 

(B) FILING DATe| 29-JUNE-1993 

(ix) ATTORNEY/AGENT INFORMATION: 

(A) NAME: RICHARD W- BORK 

(B) REGISTRATION! NUMBER: 36,459 

(C) REFERENCE /DOCKET NUMBER: 2026-4116US2 


TELECOMMUNICATION 1 INFORMATION : 

(A) TELEPHONE: 012) 758-4800 

(B) TELEFAX: (2l|2) 751-6849 

(C) TELEX: 42179G 


372577 1 


10 


15 


20 


25 


30 


(2) INFORMATION FOR SEQ ID 


81 


(i) 


JO: 1 : 

SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nmcleic acid 

(C) STRANDED&ESS : single 

(D) " TOPOLOGY.: linear 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM): homosapiens 

(C) INDIVIDUAL ISOLATE: DK7 

SEQUENCE DESCRIPTION: SEQ ID NO : 1 : 

i 


TAC 

CAA 

GTG 

CGC 

AAC 

TCC 

ACG 

GGG 

CTT 

TAC 

CAT 

GTC 

ACC 

AAT 

GAT 

TGC 

CCT 

AAC 

TCG 

agtJ 

f ATC 

GTG 

TAC 

GAG 

GCG 

GCC 

GAT 

GCC 

ATC 

CTG 

CAC 

ACT 

ccgI 

GGG 

TGT 

GTC 

CCT 

TGC 

GTT 

CGC 

GAG 

GGT 

AAC 

GTC 

TCG 

AGG 

TGT 

TGG 

GTG 

GCG 

ATG 

ACC 

CCC 

ACG 

GTG 

GCC 

ACC 

AGG 

GAT J 

GGC 

AAA 

CTC 

CCC 

ACA 

GCG 

CAG 

CTT 

CGA 

CGT 

CAC 

ATC 

GAT } 

TAG 

CAijl 

CTG 

CTC 

GTC 

GGG 

AGT 

GCC 

ACC 

CTC 

TGT 

TCG 

GCC 

CTC 

GTG 

GGG 

GAC 

CTG 

TGC 

GGG 

TCT 

GTC 

TTT 

CTT 

GTC 

GGT 

CTG 

TTT 

ACC 

TTC 

TCT 

CCC 

AGG 

CGC 

CAC 

TGG 

ACG 

ACG 

CA£ 

GGC 

TGC 

AAT 

TGT 

TCT 

ATC 

TAT 

CCT 

GGC 

CAT 

ATA 

ACG 

GGf 

CAC 

CGC 

ATG 

GCG 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCC 

CCT 

ACC 

ACG 

GCG 

TTG 

GTA 

GTA 

GCT 

CAG 

CTG 

CTC 

CGG 

ATC 

CCG 

CAA 

GCC 

ATC 

TTG 

GAC 

ATG 

ATC 

GCT 

GGT 

GCT 

CAC 

TGG 

GGA 

ae!c 

GGC 

GTC 

CTG 

GCG 

GGC 

ATA 

GCG 

TAT 

GTG 

TTT 

CTG 

TCC 

CTG 

ATG 

CTA 

GTG 

TTT 

GGG 

GCC 

TGG 

GTC 

GCG 

GAC 

AAG 

GCG 

GTC 

CTG 

GTA 


( 2 ) 


T 


(i) 


INFORMATION FOR SEQ ID NO : 2 : 

I 

SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

TYPE:] nucleic acid 
STRANDEDNESS : single 

TOPOLOGY : linear 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) I ND ifv I DUAL ISOLATE: DK9 


(B) 

(C) 

(D) 


(vi) 



(xi) 

SEQUENCE 

DESCRIPTION 

: SEQ ID 

NO: 2 

! : 

TAC 

CAA 

GTA 

CGC 

AAC 

TCC, 

TCG 

GGC 

CTC 

TAC 

CAT 

GTC 

ACC 

AAT 

GAT 

TGC 

CCT 

AAC 

TCG 

[AGT 

ATT 

GTG 

TAC 

GAG 

GCG 

GCC 

GAT 

GCC 

ATC 

CTG 

CAT 

TCT 

CCA 

GGG 

TGT 

GTC 

CCT 

TGC 

GTT 

CGC 

GAG 

GGT 

AAC 

GCC 

TCG 

AAA 

TGT 

TGG 

GTG 

GCG 

GTG 

GCC 

CCC 

ACG 

GTG 

GCC 

ACC 

AGG, 

GAC 

GGC 

AAG 

CTC 

CCC 

GCA 

ACG 

CAG 

CTT 

CGA 

CGT 

CAC 

ATG 

GAT 

CTG 

CTT 

GTC 

GGG 

AGC 

GCC 

ACC 

CTC 

TGC 

TCG 

GCC 

CTG 

TAT 

GTG 

GGG 

GAC 

TTG 

TGC 

GGG 


35 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 


372577 1 


82 


10 


TCT 

GTC 

TTC 

CTT 

GTC 

GGC 

C. 

AA 

CTG 

TTC 

ACC 

TTC 

TCC 

CCC 

312 

AGA 

CGC 

CAC 

TGG 

ACA 

ACG 

C. 

^lA 

GAC 

TGC 

AAC 

TGT 

TCT 

ATC 

351 

TAC 

CCC 

GGC 

CAT 

ATT 

ACG 

G 

GT 

CAT 

CGC 

ATG 

GCG 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCC 

COT 

ACA 

GCA 

GCG 

CTG 

GTA 

ATG 

429 

GCG 

CAG 

CTG 

CTC 

AGG 

ATC 

C<pG 

CAG 

GCC 

ATC 

TTG 

GAC 

ATG 

468 

ATC 

GCT 

GGT 

GCC 

CAC 

TGG 

G<SA 

GTC 

CTA 

GCG 

GGC 

ATA 

GCG 

507 

TAT 

TTC 

TCC 

ATG 

GTG 

GGG 

AAC 

TGG 

GCG 

AAG 

GTC 

GTG 

GTG 

546 

GTA 

CTG 

TTG 

CTG 

TTT 

ACC 

G< 

GC 

GTC 

GAT 

GCG 




576 

(2) 

INFORMATION FOR SEQ 

ID 

NO: 3 

. 







(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE:] nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


15 


20 


25 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DR1 


(xi) 


SEQUENCE 


DESCRIPTION: 


SEQ ID NO : 3 : 


CAC 

CAA 

GTG 

CGC 

AAC 

TCT 

!ACA 

GGG 

CTT 

TAC 

CAT 

GTC 

ACC 

39 

AAT 

GAT 

TGC 

CCT 

AAT 

TCG 

Iagt 

ATT 

GTG 

TAC 

GAG 

GCG 

GCC 

78 

GAT 

GCC 

ATC 

CTG 

CAC 

GCG 

CCG 

GGG 

TGT 

GTC 

CCT 

TGC 

GTT 

117 

CGC 

GAG 

GGT 

AAC 

GCC 

TCG 

AGG 

TGT 

TGG 

GTG 

GCG 

GTG 

ACC 

156 

CCC 

ACG 

GTG 

GCC 

ACC 

AGG 

GAC 

GGC 

AAA 

CTC 

CCC 

ACA 

ACG 

195 

CAG 

CTT 

CGA 

CGT 

CAC 

ATC 

GAC 

CTG 

CTT 

GTC 

GGG 

AGC 

GCC 

234 

ACC 

CTC 

TGC 

TCG 

GCC 

CTC 

TAC 

GTG 

GGG 

GAC 

CTG 

TGC 

GGG 

273 

TCT 

GTC 

TTC 

CTT 

GTC 

GGT 

CAA 

CTG 

TTC 

ACC 

TTT 

TCT 

CCC 

312 

AGG 

CGC 

CAC 

TGG 

ACA 

ACG 

CAA 

GAC 

TGC 

AAT 

TGT 

TCT 

ATC 

351 

TAT 

CCC 

GGC 

CAT 

ATA 

ACG 

GGA 

CAC 

CGT 

ATG 

GCA 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCC 

| CCT 

ACG 

ACA 

GCG 

CTG 

GTA 

ATG 

429 

GCT 

CAG 

CTG 

CTC 

CGG 

ATC 

CCA 

CAA 

GCC 

ATC 

TTG 

GAC 

ATG 

468 

ATC 

GCT 

GGA 

GCC 

CAC 

TGG 

GGA 

GTC 

CTA 

GCG 

GGC 

ATA 

GCG 

507 

TAT 

TTC 

TCC 

ATG 

GTG 

GGG 

AAC 

TGG 

GCG 

AAG 

GTC 

GTG 

GTA 

546 

GTG 

CTG 

TTG 

CTG 

TTT 

GCC 

GGC 

GTT 

GAT 

GCG 




576 


(2) INFORMATION FOR SEQ 


(i) 


30 


ID NO : 4 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOCOLOGY: linear 


(vi) 


35 


372577 1 


ORIGIN. 
(A) 

(C) 


SOURCE : 


ORGANISM: homosapiens 

INDIVIDUAL ISOLATE: DR 4 



83 - 


10 



(xi) 

SEQUENCE 

DESCRIEr 

HON 

: SEQ ID 

NO: 4 

: : 


CAC 

CAA 

GTG 

CGC 

AAC 

TCT 

ACA 

GGG 

CTT 

TAC 

CAT 

GTC 

ACC 

39 

AAT 

GAT 

TGC 

CCT 

AAT 

TCG 

AGT 

ATT 

GTG 

TAC 

GAG 

GCG 

GCC 

78 

GAT 

GCC 

ATC 

CTG 

CAC 

ACG 

CCG 

GGG 

TGT 

GTC 

CCT 

TGC 

GTT 

117 

CGC 

GAG 

GGT 

AAC 

ACC 

TCG 

AGG 

TGT 

TGG 

GTG 

GCG 

GTG 

ACC 

156 

CCC 

ACG 

GTG 

GCC 

ACC 

AGG 

GAC 

GGC 

AAA 

CTC 

CCC 

ACA 

ACG 

195 

CAG 

CTC 

CGA 

CGT 

CAC 

ATC 

GAC 

CTG 

CTT 

GTC 

GGG 

AGC 

GCC 

234 

ACC 

CTC 

TGC 

TCG 

GCC 

CTC 

TAC 

GTG 

GGG 

GAC 

TTG 

TGC 

GGG 

273 

TCT 

GTC 

TTC 

CTT 

GTC 

GGT 

CAA 

CTG 

TTC 

ACC 

TTC 

TCT 

CCC 

312 

AGG 

CAC 

CAC 

TGG 

ACA 

ACG 

CAA 

GAC 

TGC 

AAT 

TGT 

TCC 

ATC 

351 

TAT 

CCC 

GGC 

CAT 

ATA 

ACG 

GGC 

CAC 

CGC 

ATG 

GCG 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCC 

CCT 

ACG 

ACA 

GCG 

CTG 

GTA 

GTA 

429 

GCT 

CAG 

CTG 

CTC 

CGG 

ATC 

CCA 

CAA 

GCC 

ATC 

TTG 

GAC 

ATG 

468 

ATC 

GCT 

GGT 

GCC 

CAC 

TGG 

GGA 

GTC 

CTA 

GCG 

GGC 

ATA 

GCG 

507 

TAT 

TTC 

TCC 

ATG 

GTG 

GGG 

AAC 

TGG 

GCG 

AAG 

GTC 

CTG 

GTA 

546 

GTG 

CTG 

TTG 

CTG 

TTT 

GCC 

GGC 

GTT 

GAT 

GCG 




576 


15 


20 


(2) INFORMATION FOR SEQ ID NO : 5 

( i ) SEQUENCE CHARACTE: 

(A) LENGTH: 576 

(B) TYPE: nucle 

(C) STRANDEDNESSI 

(D) TOPOLOGY: 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 

(C) INDIVIDUAL I 


RISTICS : 
base pairs 
tc acid 
single 
linear 


ijomosapiens 
SOLATE: S14 


25 


30 


35 



(xi) 

SEQUENCE 

DESCRIE 

>TION 

: SEQ ID 

NO : E 

> : 


TAC 

CAA 

GTG 

CGC 

AAC 

TCC 

ACG 

GGG 

i CTT 

TAC 

CAT 

GTT 

ACC 

39 

AAT 

GAT 

TGC 

CCT 

AAC 

TCG 

AGT 

ATI 

1 GTG 

TAC 

GAG 

ACA 

GCT 

78 

GAT 

GCT 

ATC 

CTA 

CAC 

GCT 

CCG 

GG/ 

TGT 

GTC 

CCT 

TGC 

GTT 

117 

CGT 

GAG 

GGT 

AAC 

ACC 

TCG 

AGG 

TGI 

TGG 

GTG 

GCG 

ATG 

ACC 

156 

CCC 

ACG 

GTG 

GCC 

ACC 

AGG 

GAC 

GGG 

! AAA 

CTC 

CCC 

GCA 

ACG 

195 

CAG 

CTT 

CGA 

CGT 

TAC 

ATC 

GAT 

CTC 

\ CTT 

GTC 

GGG 

AGC 

GCC 

234 

ACC 

CTC 

TGT 

TCG 

GCC 

CTC 

TAC 

GTC 

i GGG 

GAC 

TTG 

TGC 

GGG 

273 

TCT 

GTC 

TTT 

CTT 

GTC 

GGT 

CAG 

CTC 

J TTT 

ACC 

TTC 

TCT 

CCC 

312 

AGG 

CGC 

CTC 

TGG 

ACG 

ACG 

CAA 

GAC 

: TGC 

AAT 

TGT 

TCT 

ATC 

351 

TAT 

CCC 

GGC 

CAT 

ATA 

ACG 

GGT 

ca:i 

1 CGC 

ATG 

GCA 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCC 

CCT 

ACG 

i ACG 

GCA 

CTG 

GTA 

GTA 

429 

GCT 

CAG 

CTG 

CTC 

CGG 

ATC 

CCA 

CAP 

^ GCC 

ATC 

TTG 

GAT 

ATG 

468 

ATC 

GCT 

GGT 

GCT 

CAC 

TGG 

GGA 

Gljc 

: CTA 

GCG 

GGC 

ATA 

GCG 

507 

TAT 

TTC 

TCC 

ATG 

GTG 

GGA 

AAC 

TGG 

} GCG 

AAG 

GTC 

CTA 

GTG 

546 

GTG 

CTG 

CTG 

CTA 

TTC 

GCC 

GGC 

Gn 

1 GAC 

GCG 




576 


(2) INFORMATION FOR SEQ ID NO 


6 : 


372577 1 



84 


(i) 


10 


15 


20 


25 


30 


(vi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH:: 576 base pairs 

(B) TYPE: jnucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SI 8 



(xi) 

SEQUENCE 

DES< 

:ription 

: SEQ ID 

NO: 6 

> : 

TAC 

CAA 

GTA 

CGC 

AAC 

TCC 

ACG 

GGC 

CTT 

TAC 

CAT 

GTC 

ACC 

AAT 

GAC 

TGC 

CCT 

AAC 

TCG 

AGC! 

ATT 

GTG 

TAC 

GAG 

ACG 

GCC 

GAT 

ACC 

ATC 

CTA 

CAC 

TCT 

CCG 

GGG 

TGT 

GTC 

CCT 

TGC 

GTT 

CGC 

GAG 

GGT 

AAC 

GCC 

TCG 

AGA 

TGT 

TGG 

GTG 

CCG 

GTG 

GCC 

CCC 

ACA 

GTT 

GCC 

ACC 

AGG 

GAC 

! GGC 

AAA 

CTC 

CCC 

GCA 

ACG 

CAG 

CTT 

CGA 

CGT 

CAC 

ATC 

GAT 

|CTG 

CTT 

GTT 

GGG 

AGC 

GCC 

ACC 

CTC 

TGC 

TCG 

GCC 

CTC 

TAT; 

.GTG 

GGG 

GAC 

CTG 

TGC 

GGG 

TCT 

GTC 

TTT 

CTT 

GTC 

AGC 

CAG: 

CTG 

TTC 

ACT 

ATC 

TCC 

CCC 

AGG 

CGC 

CAC 

TGG 

ACA 

ACG 

caa: 

GAC 

TGC 

AAC 

TGT 

TCT 

ATC 

TAC 

CCC 

GGC 

CAT 

ATA 

ACG 

GGTj 

CAC 

CGT 

ATG 

GCA 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCC 

CCTs 

ACA 

ACG 

GCG 

TTG 

GTA 

ATA 

GCT 

CAG 

CTG 

CTC 

AGG 

GTC 

CCGi 

CAA 

GCC 

GTC 

TTG 

GAC 

ATG 

ATC 

GCT 

GGT 

GCC 

CAC 

TGG 

GGAj GTC 

CTA 

GCG 

GGC 

ATA 

GCG 

TAT 

TTC 

TCC 

ATG 

GCG 

GGG 

AACI 

TGG 

GCG 

AAG 

GTC 

CTG 

CTA 

GTG 

CTG 

TTG 

CTG 

TTT 

GCC 

GGCl 

i GTC 

GAT 

GCG 





(2) INFORMATION FOR SEQ ID NO : 7 : 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: j 576 base pairs 
TYPE: nucleic acid 


(B) 

(C) 

(D) 


STRANDEDNESS: single 

TOPOLOG^: linear 


(vi) 


(xi) 


ORIGINAL SOURlCE: 


(A) ORGANISM]: homosapiens 

(C) INDIVIDUAL ISOLATE: SW1 


SEQUENCE DESCRIPTION: SEQ ID NO : 7 : 


TAC 

CAA 

GTA 

CGC 

AAC 

TCC 

TCG 

GGC 

CTT 

TAC 

CAT 

GTC 

ACC 

AAT 

GAT 

TGC 

CCT 

AAC 

TCG 

AGT 

ATT 

GTG 

TAC 

GAG 

ACG 

GCC 

GAT 

GCC 

ATT 

CTA 

CAC 

TCT 

CCA 

GGG 

TGT 

GTC 

CCT 

TGC 

GTT 

CGC 

GAG 

GAT 

GGC 

GCC 

CCG 

AAG 

TGT 

TGG 

GTG 

GCG 

GTG 

GCC 

CCC 

ACA 

GTC 

GCC 

ACT 

AGG 

GAC 

GGC 

AAA 

CTC 

CCT 

GCA 

ACG 

CAG 

CTT 

CGA 

CGT 

CAC 

ATC 

GAT 

GTG 

CTT 

GTC 

GGA 

AGC 

GCC 

ACC 

CTC 

TGC 

TCG 

GCC 

CTC 

TAC 

GTG 

GGG 

GAC 

TTG 

TGC 

GGG 

TCT 

GTC 

TTT 

CTC 

GTC 

AGT 

CAA 

CTG 

TTC 

ACG 

TTC 

TCC 

CCC 


35 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 


372577 1 



85 - 


AGG 

CGC 

CAC 

TGG 

ACA 

ACG 

CAA 

GAC 

TGT 

AAC 

TGT 

TCT 

ATC 

TAT 

CCC 

GGC 

CAC 

ATA 

ACG 

GGT 

CAC 

CGC 

ATG 

GCA 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCC 

CCC 

ACA 

ACA 

GCG 

CTG 

GTA 

GTA 

GCT 

CAG 

CTG 

CTC 

AGG 

ATC 

CCG 

CAA 

GCC 

GTC 

TTG 

GAC 

ATG 

ATC 

GCT 

GGT 

GCC 

CAC 

TGG 

GGA; 

GTC 

CTA 

GCG 

GGC 

ATA 

GCG 

TAT 

TTC 

TCC 

ATG 

GTG 

GGG 

AAC- 

TGG 

GCG 

AAG 

GTC 

CTG 

ATA 

GTG 

CTG 

TTG 

CTG 

TTT 

TCC 

GGC. 

t 

GTC 

GAT 

GCG 




(2) 

INFORMATION FOR SEQ ID ; 

NO: 8 

i . 






10 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: | 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


(vi) 


ORIGINAL SOURCE : 

(A) ORGANISE! : homosapiens 

(C) INDIVIDUAL ISOLATE: US11 


15 


20 


25 


30 



(xi) 

SEQUENCE 

DESCRIPTION 

I 

: SEQ ID 

NO: 8 : 

TAC 

CAA 

GTA 

CGC 

AAC 

TCC 

ACG 

Sggg 

CTT 

TAC 

CAT 

GTC 

ACC 

AAT 

GAT 

TGC 

CCT 

AAC 

TCG 

AGT 

ATT 

GTG 

TAC 

GAG 

GCG 

GCC 

GAT 

GCC 

ATC 

CTG 

CAC 

ACT 

CCG 

GGG 

TGT 

GTT 

CCT 

TGC 

GTT 

CGC 

GAG 

GGT 

AAC 

GCT 

TCG 

AGG 

TGT 

TGG 

GTG 

GCG 

ATG 

ACC 

CCC 

ACG 

GTG 

GCC 

ACC 

AGG 

GAC 

GGC 

AAA 

CTC 

CCC 

ACA 

ACG 

CAA 

CTT 

CGA 

CGT 

CAC 

ATC 

GAT 

CTG 

CTT 

GTC 

GGG 

AGC 

GCC 

ACC 

CTC 

TGT 

TCG 

GCC 

CTC 

TAC 

GTG 

GGG 

GAC 

CTG 

TGC 

GGG 

TCT 

GTC 

TTT 

CTT 

GTC 

GGT 

CAA 

CTG 

TTT 

ACC 

TTC 

TCT 

CCC 

AGA 

CGC 

CAC 

TGG 

ACG 

ACG 

CAG. 

GGC 

TGC 

AAT 

TGT 

TCT 

ATC 

TAT 

CCC 

GGC 

CAT 

ATA 

ACG 

GGT 

CAC 

CGC 

ATG 

GCA 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCC 

CCT 

ACG 

GCG 

GCG 

TTG 

GTG 

GTA 

GCT 

CAG 

CTG 

CTC 

CGG 

ATC 

CCA* 

CAA 

GCC 

ATC 

TTG 

GAC 

ATG 

ATC 

GCT 

GGT 

GCT 

CAC 

TGG 

ggaI 

GTC 

CTA 

GCG 

GGC 

ATA 

GCG 

TAT 

TTC 

TCC 

ATG 

GTG 

GGG 

AAC] 

TGG 

GCG 

AAG 

GTC 

CTG 

GTA 

GTG 

CTG 

CTG 

CTA 

TTT 

GCC 

GGG 

GTC 

GAC 

GCG 




(2) 

INFORMATION FOR SEQ ID 

NO: 9 

I ; 






(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


(vi) 


(xi) 


35 


ORIGINAL SOURCE: 

(A) ORGANISM : homosapiens 

(C) INDIVIDUAL ISOLATE: D1 

SEQUENCE DESCRIPTION: SEQ ID NO : 9 


351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


372577 1 



86 


O 


5 


10 


15 


20 


25 


30 


35 


TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC 

GGG 

GTG 

TAC 

CAT 

GTC 

ACG 

AAC 

GAC 

TGT 

TCC 

AAC 

TCG 

AGC 

^.TT 

GTG 

TAT 

GAG 

ACA 

GCG 

GAC 

ATG 

ATC 

ATG 

CAC 

ACC 

CCC 

GGG 

TGC 

GTG 

CCC 

TGC 

GTT 

CGG 

GAG 

GAC 

AAC 

TCC 

TCT 

CGC 

TGC 

TGG 

GTA 

GCG 

CTC 

ACC 

CCC 

ACG 

CTC 

GCG 

GCT 

AGG 

AAT 

pGC 

AAC 

GTC 

CCC 

ACT 

ACG 

GCG 

ATA 

CGA 

CGC 

CAC 

GTC 

GAT 

ITTG 

CTC 

GTT 

GGG 

GCG 

GCT 

GCT 

TTC 

TGC 

TCC 

GCC 

ATG 

TAC 

GTG 

GGG 

GAT 

CTC 

TGC 

GGA 

TCT 

GTT 

TTC 

CTC 

ATC 

TCC 

CAG 

CTG 

TTC 

ACC 

CTC 

TCG 

CCT 

. CGC 

CGG 

CAT 

GAG 

ACG 

GTA 

CAG 

GAG 

TGT 

AAT 

TGC 

TCA 

ATC 

TAT 

CCC 

GGC 

CAC 

GTG 

ACA 

GGT 

CAC 

CGT 

ATG 

GCT 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCA 

CCT 

ACA 

ACA 

GCC 

TTA 

GTG 

GTA 

TCG 

CAG 

TTA 

CTC 

CGG 

ATC 

CCA 

CAA 

GCT 

GTC 

ATG 

GAC 

ATG 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

GGG 

GTC 

CTG 

GCG 

GGC 

CTC 

GCC 

TAC 

TAT 

TCC 

ATG 

GTG 

GGG 

AAC 

TGG 

GCT 

AAG 

GTT 

TTG 

ATT 

GTG 

ATG 

CTA 

CTC 

TTT 

GCT 

GGC 

GTT 

GAC 

GGC 




(2) 

INFORMATION FOR SEQ ID 

NO: ! 

L0 : 






(i) 


SEQUENCE 

CHAR 

ACTERISTICS : 








(A) 

LENGTH : 

576 base pairs 







(B) 

TYPE : n 

tacleic acid 








(C) 

STRANDED 

NESS : £ 

single 







(D) 

TOPOLOGY 

: 

linear 





(vi) 

ORIGINAL 

SOUR 

CE: 










(A) 

ORGANISM 

: 

homosapiens 







(C) 

INDIVIDU 

al : 
1 

ISOLATE: 

D3 




(xi) 

SEQUENCE 

DESC 

H 

V 

H 

o 

3 

SEQ ID 

NO: 10 : 

TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC 

1 

GGG 

GTG 

TAC 

CAA 

GTC 

ACC 

AAT 

GAC 

TGT 

TCC 

AAC 

TCG 

AGC 

£TC 

GTG 

TAT 

GAG 

ACA 

GCG 

GAC 

ATG 

ATC 

ATG 

CAC 

ACC 

CCC 

GGG 

TGC 

GTG 

CCC 

TGC 

GTT 

CGG 

GAG 

GAC 

AAC 

TCC 

TCT 

CGC 

TGC 

TGG 

GTA 

GCG 

CTC 

ACC 

CCC 

ACG 

CTC 

GCG 

GCT 

AGG 

AAT 

AGC 

AGC 

GTC 

CCC 

ACT 

ACG 

ACA 

ATA 

CGA 

CGC 

CAC 

GTC 

GAT 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

GCT 

TTC 

TGC 

TCC 

GCC 

ATG 

TAC 

GTG 

GGG 

GAT 

CTT 

TGC 

GGA 

TCT 

GTT 

TTC 

CTC 

GTC 

TCC 

CAG 

OTG 

TTC 

ACC 

TTC 

TCG 

CCT 

CGC 

CGG 

CAT 

GAG 

ACA 

GTA 

CAG 

GAA 

TGT 

AAC 

TGC 

TCA 

ATC 

TAT 

CCC 

GGC 

CAC 

GTG 

ACA 

GGT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

CCT . 

ACA 

GCA 

GCC 

CTA 

GTG 

GTA 

TCG 

CAG 

TTA 

CTC 

CGG 

ATC 

CCA 

CAA 

GCT 

GTC 

GTG 

GAC 

ATG 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

GGG 

GTC 

CTG 

GCG 

GGC 

CTC 

GCC 

TAC 

TAT 

TCC 

ATG 

GTG 

GGG 

AAC 

TGG 

GCT 

AAG 

GTT 

TTG 

ATT 

GTG 

ATG 

CTA 

CTC 

TTT 

GCT 

GGC 

G1 

?C 

GAC 

GGC 




(2) 

INFORMATION FOR SEQ ID : 

NC 

1:11: 






(i) 


SEQUENCE CHARACTERISTICS: 


372577 1 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 



87 


(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: /single 

(D) TOPOLOGY: linear 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: hoihosapiens 

(C) INDIVIDUAL ISOLATE: DK1 


10 


15 


20 



(xi) 

SEQUENCE 

DESCRIPTION 

: SEQ ID 

NO: 11 : 

TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC 

GGG 

/GTG 

TAC 

CAC 

GTC 

ACA 

AAC 

GAC 

TGC 

TCC 

AAC 

TCA 

AGC 

ATC 

/GTG 

TAT 

GAG 

GCA 

GTG 

GAC 

GTG 

ATC 

ATG 

CAT 

ACC 

CCA 

gggJ 

f TGC 

GTG 

CCC 

TGC 

GTT 

CGG 

GAG 

AAC 

AAC 

CAC 

TCC 

CGT 

T GO 

TGG 

GTA 

GCG 

CTC 

ACC 

CCC 

ACG 

CTC 

GCG 

GCC 

AGG 

AAC 

GCC 

AGC 

ATC 

CCC 

ACT 

ACG 

ACA 

ATA 

CGA 

CGC 

CAT 

GTC 

GAT 

TT<£ 

CTC 

GTT 

GGG 

GCG 

GCT 

GCT 

TTC 

TGC 

TCC 

GCT 

ATG 

TAC 

GTG 

GGG 

GAC 

CTC 

TGC 

GGA 

TCC 

GTT 

TTC 

CTC 

GTC 

TCT 

CAG 

CTG 

TTC 

ACC 

TTT 

TCA 

CCT 

CGC 

CGG 

CAT 

GAG 

ACA 

GCA 

CAG 

GAC 

TGC 

AAC 

TGC 

TCA 

ATC 

TAT 

CCC 

GGC 

CAC 

GTT 

TCA 

GGT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCA 

CCT 

ACA 

ACA 

GCC 

CTA 

GTG 

CTA 

TCG 

CAG 

TTA 

CTC 

CGA 

ATC 

CCA 

CAA 

GCT 

GTC 

GTG 

GAC 

ATG 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

GGA 

GTC 

CTG 

GCG 

GGC 

CTC 

GCC 

TAC 

TAC 

TCC 

ATG 

GCG 

GGG 

AAC 

TGG 

GCC 

AAG 

GTT 

TTA 

ATT 

GTG 

\ 

TTG 

CTA 

CTC 

TTT 

GCC 

GGC 

GTT 

GAT 

GGG 




(2) 

INFORMATION FOR SEQ ID 

NO: : 

12 : 






(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: njcleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


25 


30 


35 


(vi) 


ORIGINAL SOURJCE; 
(A) ORGANISM: 


(C) 


INDIVIDUAL ISOLATE : HK3 



(xi) 

SEQUENCE 

DESC 

!RIPTION 

: SEQ ID 

NO: : 

12 : 

TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC 

GGG 

ATA 

TAC 

CAT 

GTC 

ACG 

AAC 

GAC 

TGC 

TCC 

AAC 

TCA 

AGC 

GTC 

GTG 

TAT 

GAG 

ACA 

GCA 

GAC 

ATG 

ATC 

ATG 

CAT 

ACC 

CCT 

GGA 

TGC 

GTG 

CCC 

TGC 

GTA 

CGG 

GAG 

AAC 

AAC 

TCC 

TCC 

CGC 

TGT 

TGG 

GTA 

GCG 

CTC 

ACT 

CCC 

ACG 

CTC 

GCG 

GCC 

AGG 

AAC 

GTC 

AGC 

GTC 

CCC 

ACC 

ACG 

ACA 

ATA 

CGA 

CGT 

CAC 

GTC 

GAC 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

GCC 

TTC 

TGC 

TCC 

GCT 

ATG 

TAC 

GTG 

GGG 

GAT 

CTC 

TGC 

GGA 

TCT 

GTT 

TTC 

CTT 

GTC 

TCC 

CAG 

CTG 

TTC 

ACC 

TTC 

TCG 

CCT 

CGC 

CGA 

CAC 

GAG 

ACA 

GTA 

CAG 

GAC 

TGC 

AAC 

TGC 

TCA 

CTC 

TAT 

CCC 

GGC 

CAC 

GTA 

TCA 

GGT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

372577 

l 













homosapiens 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 



88 


5 


10 


15 


20 


ATG ATG ATG AAC TGG TCC CCT AC^ GCA GCC CTA GTG GTG 
TCG CAA TTA CTC CGG ATC CCG CAA GCT GTC GTG GAC ATG 
GTG GCG GGG GCC CAC TGG GGA GTC CTA GCG GGC CTT GCC 
TAC TAT TCC ATG GTG GGA AAC TGG GCT AAG GTT TTG ATT 
GTG ATG CTA CTT TTT GCC GGC GTT GAT GGG 


(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nuc'leic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: j linear 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: | homosapiens 

(C) INDIVIDUAL ISOLATE: HK4 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 

CAT GAA GTG CAC AAC GTA TCC GGG ATC TAC CAT GTC ACG 

AAC GAC TGC TCC AAC TCA AGT £TT GTG TAT GAG GCA GCG 

GAC ATG ATC ATG CAT ACC CCC GGG TGC GTG CCC TGC GTC 

CGG GAG AAC AAC TCC TCC CGT TGC TGG GTA GCG CTC ACT 

CCC ACG CTC GCG GCC AGG AAC GCC AGC ATC CCC ACT ACG 

ACA ATA CGA CGC CAT GTC GAC /TTG CTC GTT GGG GCG GCT 

GCT TTC TGC TCC GCC ATG TAC / GTG GGA GAT CTC TGC GGA 

TCT GTC TTC CTC GTC TCC CAG / TTG TTC ACC TTC TCG CCT 

CGC CGG CAT GAG ACG GTA CAG/ GAC TGC AAT TGC TCA ATC 

TAT CCC GGC CAC GTA TCA GGT j CAC CGC ATG GCT TGG GAT 

ATG ATG ATG AAC TGG TCA CCT, ACA GCA GCC CTA GTG GTA 

TCG CAG TTA CTC CGA CTC CCA CAA GCT GTC ATG GAC ATG 

GTG GCG GGA GCC CAC TGG GGi/L GTC CTA GCG GGC CTT GCT 

TAC TAT TCC ATG GTG GGG AAC TGG GCC AAG GTT TTG ATT 

GTG ATG CTA CTC TTT GCC GGC GTT GAC GGG 


(2) INFORMATION FOR SEQ ID NO: 14: 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE:/ nucleic acid 

(C) STRANDEDNESS: single 

3 Q (D) TOPOLOGY: linear 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: HK5 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 

35 


429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


372577 1 



89 


O 


5 


10 


15 


20 


25 


30 


TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC 

GGG 

GTA 

TAC 

CAT 

GTC 

ACG 

39 

AAC 

GAC 

TGC 

TCC 

AAC 

TTA 

AGC 

ATC 

GTG 

TAC 

GAG 

ACA 

ACG 

78 

GAC 

ATG 

ATC 

ATG 

CAC 

ACC 

CCT 

GGG 

TGC 

GTG 

CCC 

TGC 

GTT 

117 

CGG 

GAA 

AAC 

AAC 

TCC 

TCC 

CGT 

TGT 

TGG 

GTA 

GCG 

CTC 

GCC 

156 

CCC 

ACG 

CTC 

GCG 

GCC 

AGG 

AAC 

GCC 

AGC 

GTC 

CCC 

ACC 

ACG 

195 

GCA 

ATA 

CGA 

CGC 

CAC 

GTC 

GAC 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

234 

GCT 

TTC 

TGC 

TCC 

GCT 

ATG 

TAC 

GTG 

GGG 

GAT 

CTT 

TGC 

GGA 

273 

TCT 

GTT 

TTC 

CTC 

GTC 

TCC 

CAG 

1 CTG 

TTC 

ACC 

TTC 

TCG 

CCT 

312 

CGC 

CGA 

CAC 

GAG 

ACG 

GTA 

CAG 

GAC 

TGC 

AAC 

TGC 

TCA 

ATC 

351 

TAT 

CCC 

GGC 

CAC 

GTA 

ACA 

GGT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCA 

CCT 

ACA 

ACA 

GCC 

CTA 

GTG 

GTG 

429 

TCG 

CAG 

TTA 

CTC 

CGG 

ATC 

ccg! 

CAA 

GCT 

GTC 

GTG 

GAC 

ATG 

468 

GTA 

GCG 

GGG 

GCC 

CAC 

TGG 

GGGJ 

GTC 

CTG 

GCG 

GGC 

CTT 

GCC 

507 

TAC 

TAT 

TCC 

ATG 

GTG 

GGA 

AAC 

TGG 

GCT 

AAG 

GTT 

TTG 

ATT 

546 

GTG 

ATG 

CTA 

CTT 

TTT 

GCC 

GGC 

GTT 

GAT 

GGG 




576 


(2) 

INFORMATION FOR 

SEQ ID 
1 

NO: 

15 : 







(i) 


SEQUENCE 

1 

CHARACTERISTICS : 









(A) 

LENGTH : 

i 

576 base pairs 








(B) TYPE:/ nucleic acid 









(C) ; 

STRANDEDNESS : : 

single 








(D) TOPOLOGY: 

linear 






(vi) 

ORIGINAL 

/ 

SOURCE : 











(A) ORGANISM: 

homosapiens 








(C) 

INDIVIDUAL 

ISOLATE : 

HK8 




(xi) 

SEQUENCE j 

[DESCRIPTION 

: SEQ ID 

NO: : 

15 : 


TAT 

GAA 

GTG 

CGC 

AAC GTG 

TCC 

GGG 

ATA 

TAC 

CAT 

GTC 

ACG 

39 

AAC 

GAC 

TGC 

TCC 

AAC TCA 

AGC 

ATC 

GTG 

TAT 

GAA 

ACA 

GCG 

78 

GAC 

ATG 

ATT 

ATG 

CAT AC q 

CCT 

GGA 

TGC 

ATG 

CCC 

TGC 

GTT 

117 

CGG 

GAG 

AAC 

AAC 

TCC TCC 

CGT 

TGC 

TGG 

GTG 

GCG 

CTC 

ACT 

156 

CCC 

ACG 

CTC 

GCG 

GCT AG® 

AAT 

GTC 

AGC 

GTC 

CCC 

ACT 

ACG 

195 

ACA 

ATA 

CGA 

CGC 

CAC GTC 

GAC 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

234 

GCT 

TTC 

TGC 

TCC 

GCT ATG 

TAC 

GTG 

GGG 

GAT 

CTC 

TGC 

GGA 

273 

TCT 

GTT 

TTC 

CTC 

GTC ' 

rqc 

CAG 

CTG 

TTC 

ACC 

TTT 

TCG 

CCT 

312 

CGC 

CGA 

CAC 

GAG 

ACG < 

GTA 

CAG 

GAC 

TGC 

AAC 

TGC 

TCA 

ATC 

351 

TAT 

CCC 

GGC 

CAC 

GTA 1 

TTA 

GGT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 1 

TCG 

CCC 

ACA 

ACA 

GCC 

CTA 

GTG 

GTG 

429 

TCG 

CAG 

TTA 

CTC 

CGG , 

fJrc 

CCG 

CAA 

GCT 

ATC 

GTG 

GAC 

ATG 

468 

GTG 

GCG 

GGG 

GCC 

CAC ' 

IjGG 

GGA 

GTC 

CTA 

GCG 

GGC 

CTT 

GCC 

507 

TAC 

TAT 

TCC 

ATG 

GTG < 

3GC 

AAC 

TGG 

GCT 

AAG 

GTT 

TTG 

ATT 

546 

GTG 

ATG 

CTA 

CTG 

TTT < 

dec 

GGC 

GTT 

GAT 

GGG 




576 

(2) 

INFORMATION FOrJ 

SEC 

! ID 

NO: 

16 : 







35 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 


372577 1 



(vi) 


(B) 

(C) 

(D) 


TYPE: ijucleic acid 

STRANDEDNESS : single 

TOPOLOGY: linear 


ORIGINAL SOUR' 
(A) ORGANISM 
(C) INDIVIDlj 


CE: 

homo s ap i e n s 
'AL ISOLATE: IND5 



(xi) 

SEQUENCE 

DESC 

3RIPTION 

: SEQ ID 

NO: ! 

16 : 


TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC 

GGG 

GTG 

TAC 

CAT 

GTC 

ACG 

39 

AAC 

GAC 

TGC 

TCC 

AAC 

TCA 

AGT 

ATT 

GTG 

TAT 

GAG 

GCA 

GCG 

78 

GAC 

ATG 

ATC 

ATG 

CAC 

ACT 

CCCj 

GGG 

TGC 

GTG 

CCC 

TGC 

GTT 

117 

CGG 

GAG 

GGC 

AAC 

TCC 

TCT 

CGC 

1 TGC 

TGG 

GTA 

GCG 

CTC 

ACT 

156 

CCC 

ACT 

CTC 

GCG 

GCC 

AGG 

AAC I 

GCC 

AGC 

GTC 

TCC 

ACC 

ACG 

195 

ACA 

ATA 

CGA 

CAC 

CAC 

GTC 

GATJ 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

234 

GCT 

TTC 

TGT 

TCC 

GCT 

ATG 

TAC| 

GTG 

GGG 

GAT 

CTA 

TGC 

GGA 

273 

TCT 

GTT 

TTC 

CTC 

GTC 

TCC 

CAG 

CTG 

TTC 

ACC 

TTC 

TCA 

CCG 

312 

CGC 

CGG 

CAT 

GAG 

ACA 

GTA 

CAG 

GAC 

TGC 

AAT 

TGC 

TCC 

ATC 

351 

TAT 

CCC 

GGC 

CAC 

GTA 

TCA 

GGT 

CAC 

CGC 

ATG 

GCC 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCA 

CCT 

ACA 

GCA 

GCC 

CTA 

GTG 

GTA 

429 

TCG 

CAG 

TTG 

CTC 

CGG 

ATC 

CCA 

CAA 

GCT 

GTC 

GTG 

GAT 

ATG 

468 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

GGA 

ATC 

CTG 

GCG 

GGC 

CTT 

GCC 

507 

TAC 

TAT 

TCC 

ATG 

GTA 

GGG 

AAG 

TGG 

GCT 

AAG 

GTT 

TTG 

ATT 

546 

GTG 

ATG 

CTA 

CTC 

TTT 

GCC 

GGC 

GTT 

GAC 

GGG 




576 


(2) 

INFORMATION FOR SEQ ID 

NO: 

17 : 







(i) 


SEQUENCE 

GHAI 

*ACTERISTICS 








(A) 

LENGTH : 

576 base pairs 







(B) 

TYPE 5 nucleic ; 

acid 








(C) 

str; 

VNDEDNESS : i 

single 







(D) 

TOPOLOGY : 

linear 






(vi) 

ORIGINAL 

/SOURCE : 










(A) 

ORGI 

piSM: 

homosapiens 







.(C) 

IND] 

J 

1 VI DUAL 

ISOLATE : 

IND8 




(xi) 

SEQUENCE 

DESCRIPTION 

: SEQ ID 

NO: 17 : 


TAT 

GAG 

GTG 

CGC AAC 

GTGj 

TCC 

GGG 

GTG 

TAC 

CAT 

GTC 

ACG 

39 

AAC 

GAC 

TGC 

TCC AAC 

TCA 

AGT 

ATT 

GTG 

TAT 

GAG 

GCA 

GCG 

78 

GAC 

ATG 

ATC 

ATG CAC 

ACC 

CCC 

GGG 

TGC 

GTG 

CCC 

TGC 

GTT 

117 

CGG 

GAG 

GGC 

AAC TTC 

TCT 

AGT 

TGC 

TGG 

GTA 

GCG 

CTC 

ACT 

156 

CCC 

ACT 

CTC 

GCG GCT 

AGp 

AAC 

GCC 

AGC 

GTC 

CCC 

ACC 

ACG 

195 

ACA 

ATA 

CGA 

CGC CAC 

GTC 

GAT 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

234 

GCT 

TTC 

TGT 

TCC GCT 

ATG 

TAC 

GTG 

GGG 

GAT 

CTC 

TGC 

GGA 

273 

TCT 

GTT 

TTC 

CTT GTC 

TOC 

CAG 

CTG 

TTC 

ACC 

TTC 

TCA 

CCG 

312 

CGC 

CGG 

CAT 

GAG ACA 

GTA 

CAG 

GAC 

TGC 

AAT 

TGC 

TCC 

ATC 

351 

TAT 

CCC 

GGC 

CAC GTA 

TCA 

GGT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC TGG 

TCA 

CCT 

ACA 

GCG 

GCC 

CTA 

GTG 

GTA 

429 


372577 1 



91 


TCG CAG TTG CTC CGG ATC CCA 

GTG GCG GGG GCC CAC TGG GGA A| 

TAC TAT TCC ATG GTA GGG AAC T( 

GTG ATG CTA CTC TTT GCC GGC G 


dAA GCT GTC GTG GAT ATG 
|TC CTG GCG GGC CTT GCC 
G GCT AAG GTT TTG ATT 
ITT GAC GGG 


(2) INFORMATION FOR SEQ ID N 


(i) 


0:18: 


SEQUENCE CHARACTERISTICS 


(A) 

(B) 

(C) 

(D) 


LENGTH : 
TYPE : ml 


576 base pairs 
cleic acid 


STRANDEDNESS : single 


TOPOLOGY 


linear 


468 

507 

546 

576 


10 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM;: homosapiens 

(C) INDIVIDUAL ISOLATE: P10 


15 


20 


25 



(xi) 

SEQUENCE 

DESC 

iRIPTION 

: SEQ ID 

NO: : 

18 : 


TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC | 

\ GGG 

GTG 

TAC 

CAT 

GTC 

ACG 

39 

AAC 

GAC 

TGC 

TCC 

AAC 

TCA 

AGT/ 

ATT 

GTG 

TAT 

GAG 

GCA 

GCG 

78 

GAC 

ATG 

ATA 

ATG 

CAC 

ACC 

CCC 

GGG 

TGC 

GTG 

CCC 

TGT 

GTT 

117 

CGG 

GAG 

AAC 

AAC 

TCC 

TCC 

CGCi 

TGC 

TGG 

GTA 

GCG 

CTC 

ACT 

156 

CCC 

ACA 

CTC 

GCG 

GCT 

AGG 

AATJ 

TCC 

AGC 

GTC 

CCA 

ACT 

ACG 

195 

GCA 

ATA 

CGA 

CGC 

CAT 

GTC 

GAT 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

234 

GCT 

TTC 

TGC 

TCC 

GCT 

ATG 

TAC 

GTG 

GGG 

GAT 

CTC 

TGC 

GGA 

273 

TCT 

GTT 

CTC 

CTC 

GTC 

TCC 

CAG 

CTG 

TTC 

ACC 

TTC 

TCA 

CCT 

312 

CGC 

CGG 

CAT 

TGG 

ACA 

GTA 

CAG 

GAC 

TGC 

AAT 

TGT 

TCA 

ATC 

351 

TAT 

CCT 

GGC 

CAC 

GTA 

TCA 

GGfT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

C< 

qjc 

ACA 

GCA 

GCC 

CTA 

GTG 

GTG 

429 

TCG 

CAG 

CTA 

CTC 

CGG 

ATC 

C< 

3a 

CAA 

GCT 

ATC 

TTG 

GAT 

GTG 

468 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

G< 

3a 

GTC 

CTG 

GCG 

GGC 

CTT 

GCC 

507 

TAC 

TAT 

TCC 

ATG 

GTG 

GGG 

A; 

ic 

TGG 

GCT 

AAG 

GTC 

TTG 

ATT 

546 

GTG 

ATG 

CTA 

CTC 

TTT 

GCC 

G< 

JC 

GTT 

GAC 

GGA 




576 

(2) 

INFORMATION FOR SEQ 1 

ID 

NO: 19 : 







30 


35 


(i) 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: S9 

sequence Description : seq id no:19: 


TAT GAA GTG CGC AAC GTA 


CC GGG GCG TAC CAT GTC ACG 


39 


372577 1 





> 


4 92 - 


o 


5 


10 


15 


20 


25 


30 


AAC 

GAC 

TGC 

TCC 

AAC 

TCA 

AGT 

ATT 

GTG 

TAC 

GAG 

GCA 

GCG 

78 

GAC 

GTG 

ATC 

ATG 

CAT 

ACC 

CCC 

GGG 

TGT 

GTA 

CCC 

TGC 

GTT 

117 

GAG 

GAG 

GGT 

AAC 

TCC 

TCC 

CAA 

TGC 

TGG 

GTG 

GCG 

CTC 

ACC 

156 

CCC 

ACG 

CTC 

GCG 

GCC 

AGG 

AAC 

GCT 

ACC 

GTC 

CCC 

ACC 

ACG 

195 

ACA 

ATA 

CGA 

CGT 

CAT 

GTC 

GAT 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

234 

GTT 

TTC 

TGC 

TCC 

GCT 

ATG 

TAC 

GTG 

GGG 

GAC 

CTG 

TGC 

GGA 

273 

TCT 

GTT 

TTC 

CTC 

ATC 

TCC 

CAG 

CTG 

TTC 

ACC 

ATC 

TCG 

CCC 

312 

CGT 

CGG 

CAT 

GAG 

ACA 

GTA 

CAG 

AAC 

TGC 

AAT 

TGC 

TCA 

ATC 

351 

TAT 

CCC 

GGA 

CAC 

GTG 

ACA 

GGT 

CAT 

CGC 

ATG 

GCC 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

CCT 

ACA 

ACA 

GCC 

CTA 

GTG 

GTA 

429 

TCG 

CAG 

CTA 

CTC 

CGG 

ATC 

CCA 

CAA 

GCT 

GTC 

ATG 

GAT 

ATG 

468 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

GGA 

GTC 

CTG 

GCG 

GGC 

CTC 

GCC 

507 

TAC 

TAT 

TCC 

ATG 

GTG 

GGG 

AAC 

TGG 

GCT 

AAG 

GTT 

TTG 

ATT 

546 

GTG 

ATG 

CTA 

CTT 

TTT 

GCT 

GGT 

GTT 

GAC 

GGG 




576 

(2) 

INFORMATION FOR SEQ ID 1 

NO:i 

20 : 







(i) 


SEQUENCE 

CHAS 

LACTERISTICS : 









(A) 

LENGTH : 

576 base pairs 








(B) 

TYPE : t 

Lucleic acid 









(C) 

STRANDEC 

)NESS : ! 

single 








(D) 

TOPOLOGp 


linear 






(vi) 

ORIGINAL 

SOUP 

'CE: 











(A) 

ORGANISM : homosapiens 








(C) 

INDIVIDUAL : 

ISOLATE : 

S45 




(xi) 

SEQUENCE 

DESCRIPTION 

: SEQ ID 

NO : 2 0 : 


TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TGC 

GGG 

GCG 

TAC 

CAT 

GTC 

ACG 

39 

AAC 

GAC 

TGC 

TCC 

AAC 

TCA 

A GC 

ATT 

GTG 

TAT 

GAG 

GCA 

GTG 

78 

GAC 

GTG 

ATC 

CTG 

CAC 

ACC 

CCT 

GGG 

TGC 

GTG 

CCC 

TGC 

GTT 

117 

CGG 

GAG 

AAC 

AAC 

TCC 

TCC 

CGT 

TGC 

TGG 

GTG 

GCG 

CTC 

ACT 

156 

CCC 

ACG 

CTC 

GCG 

GCC 

AGG 

AAC 

TCC 

AGC 

GTC 

CCC 

ACT 

ACG 

195 

ACA 

ATA 

CGA 

CGT 

CAC 

GTC 

GAT 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

234 

GCT 

TTC 

TGC 

TCC 

GCT 

ATG 

TiAC 

GTG 

GGG 

GAT 

CTC 

TGC 

GGA 

273 

TCT 

GTT 

TTC 

CTT 

GTT 

TCC 

GAG 

CTG 

TTC 

ACC 

TTC 

TCG 

CCT 

312 

CGT 

CGG 

CAT 

GAG 

ACA 

GTA 

(LAG 

GAC 

TGC 

AAC 

TGT 

TCA 

ATC 

351 

TAT 

CCC 

GGC 

CAC 

GTA 

ACA 

GGT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

CCT 

ACA 

GCA 

GCC 

TTA 

GTG 

GTA 

429 

TCG 

CAG 

TTA 

CTC 

CGG 

ATC 

CCA 

CAA 

GCT 

GTC 

GTG 

GAC 

ATG 

468 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

GGA 

GTC 

CTG 

GCG 

GGC 

CTT 

GCC 

507 

TAC 

TAT 

TCC 

ATG 

GTG 

GGG 

|aac 

TGG 

GCT 

AAG 

GTT 

CTG 

ATT 

546 

GTG 

ATG 

CTA 

CTC 

TTT 

GCC 

GGC 

GTT 

GAC 

GGG 




576 

(2) 

INFORMATION FOR SEC 

> ID 

NO : 2 1 : 







35 


(i) 


SEQUENCE I CHARACTERISTICS : 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 


372577 1 



o 


93 


10 


15 


(C) STRANDEDIfESS : single 

(D) TOPOLOGY 


(vi) 


ORIGINAL SOURCE 
(A) ORGANISM 
(C) INDIVIDU. 


AL 


linear 


homosapiens 
ISOLATE: SA10 



(xi) 

SEQUENCE 

DESCI 

OPTION 

: SEQ ID 

NO : 2 1 : 

TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC 


i 

pGG 

ATG 

TAC 

CAT 

GTC 

ACG 

AAC 

GAC 

TGC 

TCC 

AAC 

TCA 

AGC 

J 

YTT 

GTG 

TAT 

GAG 

GCA 

GCG 

GAC 

ATG 

ATC 

ATG 

CAC 

ACC 

CCC 

! 

jGG 

TGC 

GTG 

CCC 

TGC 

GTT 

CGG 

GAG 

AAC 

AAC 

TCC 

TCC 

CGC 


rGC 

TGG 

GTA 

GCG 

CTC 

ACT 

CCC 

ACG 

CTC 

GCG 

GCC 

AGG 

AAC 


rcc 

AGC 

GTC 

CCC 

ACT 

ACG 

ACA 

ATA 

CGA 

CGC 

CAC 

GTC 

GAT 

r 

rTG 

CTC 

GTT 

GGG 

GCG 

GCT 

GCT 

TTC 

TGC 

TCC 

GCC 

ATG 

TAC 

GTG 

GGG 

GAC 

CTC 

TGC 

GGA 

TCT 

GTT 

TTC 

CTT 

GTC 

TCC 

CAG 

CTG 

TTC 

ACC 

TTC 

TCG 

CCT 

CGC 

CGG 

TAT 

GAG 

ACA 

GTA 

CAG 

GAC 

TGC 

AAT 

TGC 

TCA 

ATC 

TAT 

CCC 

GGC 

CGC 

GTA 

ACA 

ggt| 

f CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCA 

CCT 

ACA 

ACA 

GCT 

CTA 

GTA 

GTA 

TCG 

CAG 

TTA 

CTC 

CGG 

ATC 

CCAJ 

CAA 

GCT 

ATC 

GTG 

GAC 

ATG 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

ggaI 

GTC 

CTA 

GCG 

GGC 

CTT 

GCC 

TAC 

TAT 

TCC 

ATG 

GTG 

GGG 

aag 

TGG 

GCT 

AAG 

GTT 

TTG 

ATT 

GTT 

ATG 

CTA 

CTC 

TTT 

GCC 

GGC 

GTT 

GAC 

GGG 




(2) 

INFORMATION FOR SEQ ID 

NO: 22 : 






20 


(i) 


SEQUENCE C 

(a) lengt: 

(B) TYPE: 

(C) 

(D) 


CTERISTICS: 

576 base pairs 
nucleic acid 
STRANDEDNESS : single 

TOPOlJbGY : 1 inear 


25 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SW2 

SEQUENCE /DESCRIPTION: SEQ ID NO: 22: 


30 


TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

/ TCC 

GGG 

GTG 

TAT 

CAT 

GTC 

ACG 

AAC 

GAC 

TGT 

TCC 

AAC 

TCA j 

AGC 

ATT 

GTG 

TAT 

GAG 

ACA 

GCG 

GAC 

ATG 

ATC 

ATG 

CAT 

ACC 

' CCC 

GGG 

TGC 

GTG 

CCC 

TGC 

GTT 

CGG 

GAG 

GCC 

AAC 

TCC 

TCC 

CGC 

TGC 

TGG 

GTA 

GCG 

CTC 

ACT 

CCC 

ACG 

CTA 

GCA 

GCC 

AGG| 

AAC 

ACC 

AGC 

GTC 

CCC 

ACT 

ACG 

ACA 

ATA 

CGA 

CGC 

CAC 

GTC 

J 

GAT 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

GCT 

TTC 

TGC 

TCC 

GTT 

ATC 

3 

TAC 

GTG 

GGG 

GAT 

CTC 

TGC 

GGA 

TCT 

GTT 

TTC 

CTC 

GTC 

TCC 

J 

CAG 

CTG 

TTC 

ACT 

TTT 

TCA 

CCT 

CGC 

CGG 

CAC 

GAG 

ACA 

gt; 

l 

CAG 

GAC 

TGC 

AAC 

TGT 

TCC 

ATC 

TAT 

CCC 

GGC 

CAC 

GTA 

TCI 

[ 

GGT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAC 

ATG 

ATG 

ATG 

AAC 

TGG 

TCI 


CCT 

ACA 

GCA 

GCC 

CTG 

GTG 

GTA 

TCG 

CAG 

TTA 

CTC 

CGG 

atq 


CCA 

CAA 

GCT 

GTC 

GTG 

GAC 

ATG 


35 




39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 


372577 1 



10 


15 


20 


25 


30 


35 




- 9 


GTC 


GTA GCG GGG GCC CAC TGG GGA 
TAC TAT TCC ATG GTG GGG AAC TG< 
GTG ATG CTA CTC TTT GCT GGC GT 1 


n - 


( 2 ) 


INFORMATION FOR SEQ ID NO 

(i) 


SEQUENCE CHARAq 

(A) LENGTH 

(B) TYPE: 

(C) STRANDEDNE] 

(D) TOPOLOGY: 


(vi) 


ORIGINAL SOURCE 
(A) ORGANISM: 

(c) individua; 


: CTG GCG GGC CTT GCA 
G GCT AAG GTT TTG ATT 
T GAC GGG 


: 23 : 


J |T ERISTICS : 

76 base pairs 
leic acid 
SS : single 

linear 


homosapiens 
ISOLATE: T3 



(xi) 

SEQUENCE 

DESCRIPTION: 

: SEQ ID 

NO: 23 : 

TAC 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC 

GGG 

GTG 

TAC 

TAT 

GTC 

ACG 

AAC 

GAC 

TGT 

TCC 

AAC 

TCA 

AGC 

ATT 

GTG 

TAT 

GAG 

ACA 

GCG 

GAC 

ATG 

ATC 

ATG 

CAC 

ACC 

CCT 

GGG 

TGC 

GTG 

CCC 

TGC 

GTT 

CGG 

GAG 

AGC 

AAT 

TCC 

TCC 

CGC 

/TGC 

TGG 

GTA 

GCG 

CTT 

ACT 

CCC 

ACG 

CTC 

GCG 

GCC 

AGG 

AAC 

GCC 

AGC 

GTC 

CCC 

ACT 

AAG 

ACA 

ATA 

CGA 

CGT 

CAC 

GTC 

GAC , 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

GCT 

TTC 

TGT 

TCC 

GCT 

ATG 

TAC 

} GTG 

GGG 

GAT 

CTC 

TGC 

GGA 

TCT 

GTT 

TTC 

CTC 

GTC 

TCC 

CAG 

CTG 

TTC 

ACT 

TTC 

TCG 

CCT 

CGC 

CGG 

CAT 

GAG 

ACA 

GTA 

CAG 

GAC 

TGC 

AAC 

TGC 

TCA 

ATC 

TAT 

CCC 

GGC 

CAC 

GTA 

ACA 

GGT 

CAC 

CGT 

ATG 

GCT 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

ccd 

ACA 

ACG 

GCA 

CTA 

GTG 

GTG 

TCG 

CAG 

TTG 

CTC 

CGG 

ATC 

CCA 

CAA 

GCT 

GTC 

GTG 

GAC 

ATG 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

GGA 

GTC 

CTG 

GCG 

GGC 

CTT 

GCC 

TAC 

TAT 

TCC 

ATG 

GTG 

GGG 

AAC 

TGG 

GCT 

AAG 

GTT 

TTG 

ATT 

GTG 

CTG 

CTA 

CTC 

TTT 

GCC 

GGC 

GTT 

GAT 

GGG 




(2) 

INFORMATION FOR SEQ Jd 

NO: 24 : 






(i) 


SEQUENCE C 

(A) lengt: 

(B) TYPE: 

(C) 

(D) 


CTERISTICS : 

576 base pairs 
nucleic acid 
STRANDEDNESS : single 

TOPOLOGY : linear 


(vi) 


(xi) 


ORIGINAL 
(A) ORGAN 
(C) INDI\| 


SOURCE : 

ISM: homosapiens 

IDUAL ISOLATE: T10 


TAT GAA GTG CGC AAC GTG 
AAC GAC TGC TCC AAC TCA A< 


SEQUENCE DESCRIPTION: SEQ ID NO: 24: 


TCC 


GGG ATG TAC CAT GTC ACG 
GC ATT GTG TTT GAG GCA GCG 


507 

546 

576 


39 
78 
117 
156 
195 
234 
273 
312 
351 
390 
429 
468 
507 
54 6 
576 


39 

78 


372577 1 



95 


10 


15 


20 


25 


30 


GAC 

TTG 

ATC 

ATG 

CAC 

ACC 

CCC 

GGG 

TGC 

GTG 

CCC 

TGC 

GTT 

117 

CGG 

GAG 

GGC 

AAC 

TCC 

TCC 

cqc 

TGC 

TGG 

GTA 

GCG 

CTC 

ACT 

156 

CCC 

ACG 

CTC 

GCG 

GCC 

AGG 

AAC 

ACC 

AGC 

GTC 

CCC 

ACT 

ACG 

195 

ACG 

ATA 

CGA 

CGC 

CAT 

GTC 

GAT 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

234 

GCT 

TTC 

TGC 

TCC 

GCT 

ATG 

TAT 

GTG 

GGA 

GAC 

CTC 

TGC 

GGA 

273 

TCT 

GTT 

TTC 

CTC 

GTC 

TCT 

CAG 

CTG 

TTC 

ACC 

TTC 

TCG 

CCT 

312 

CGC 

CGG 

CAT 

GAG 

ACT 

TTG 

CAG 

GAC 

TGC 

AAC 

TGC 

TCA 

ATC 

351 

TAT 

CCC 

GGC 

CAT 

CTG 

TCA 

ggt\ 

CAC 

CGC 

ATG 

GCT 

TGG 

GAC 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

CCTl 

ACA 

ACA 

GCT 

CTA 

GTG 

GTG 

429 

TCG 

CAG 

TTA 

CTC 

CGG 

ATC 

CCA 

CAA 

GCT 

GTC 

ATG 

GAC 

ATG 

468 

GTG 

ACA 

GGG 

GCC 

CAC 

TGG 

GGAl 

GTC 

CTG 

GCG 

GGC 

CTT 

GCC 

507 

TAC 

TAT 

TCC 

ATG 

GCG 

GGG 

AAC 

TGG 

GCT 

AAG 

GTT 

TTA 

ATT 

546 

GTG 

ATG 

CTA 

CTC 

TTT 

GCC 

GGC 1 

GTT 

GAT 

GGG 




576 

(2) 

INFORMATION FOR SEQ ID 

NO: 25: 







(i) 


SEQUENCE Cl 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEI 

(D) TOPOLOGY 


^CTERISTICS : 

576 base pairs 
lcleic acid 
JESS: single 

linear 


(vi) 


(xi) 


ORIGINAL SOURjCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: US 6 

SEQUENCE DESCRIPTION: SEQ ID NO:25: 


TAT 

GAA 

GTG 

CGC 

AAC 

GTG 

TCC 

3GG 

ATG 

TAC 

CAT 

GTC 

ACG 

39 

AAC 

GAC 

TGC 

TCC 

AAC 

TCA 

AGC 

\TT 

GTG 

TAT 

GAG 

GCA 

GCG 

78 

GAC 

ATG 

ATC 

ATG 

CAC 

ACT 

CCC 

3GG 

TGC 

GTG 

CCC 

TGT 

GTT 

117 

CGG 

GAG 

AAC 

AAT 

TCC 

TCC 

CGC 

TGC 

TGG 

GTA 

GCG 

CTC 

ACT 

156 

CCC 

ACG 

CTC 

GCG 

GCC 

AGG 

AAC 

GCT 

AGC 

GTC 

CCC 

ACT 

ACG 

195 

ACA 

ATA 

CGA 

CGC 

CAC 

GTC 

GAT 

TTG 

CTC 

GTT 

GGG 

GCG 

GCT 

234 

ACT 

TTC 

TGC 

TCC 

GCT 

ATG 

TAC 

GTG 

GGG 

GAC 

CTC 

TGC 

GGG 

273 

TCC 

GTT 

TTC 

CTC 

ATC 

TCC 

CAG 

CTG 

TTC 

ACC 

TTC 

TCG 

CCT 

3.12 

CGT 

CAG 

CAT 

GAG 

ACA 

GTA 

CAG 

GAC 

TGC 

AAT 

TGT 

TCA 

ATC 

351 

TAT 

CCC 

GGC 

CAC 

GTA 

TCA 

GGT 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAT 

TGG 

TCA 

CCT 

ACA 

GCA 

GCC 

CTA 

GTG 

GTA 

429 

TCG 

CAG 

TTA 

CTC 

CGG 

ATC 

CCA 

CAA 

GCT 

GTC 

ATG 

GAC 

ATG 

468 

GTG 

GCG 

GGG 

GCC 

CAC 

TGG 

GGA 

GTC 

CTG 

GCG 

GGC 

CTT 

GCC 

507 

TAC 

TAT 

TCC 

ATG 

GTG 

GGG 

AAC 

TGG 

GCT 

AAG 

GTT 

CTG 

ATT 

546 

GTG 

TTG 

CTA 

CTC 

TTT 

GCC 

GGC 

GTT 

GAC 

GGG 




576 


(2) INFORMATION FOR SEQ ID $0:26: 
(i) 


35 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDl^ESS : single 


372577 1 



(D) TOPOLOGY: linear 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM): homosapiens 






(C) 

INDIVIDUAL ISOLATE: 

T2 





(xi) 

SEQUENCE 

\ 

DESCRIPTION 

: SEQ ID 

NO: 26 : 


GCC 

CAA 

GTG 

AGG 

AAC 

ACC 

AGC 

1 

GGC 

GGT 

TAC 

ATG 

GTG 

ACT 

39 

AAC 

GAC 

TGT 

TCC 

AAT 

GAG 

AGC 

i^TC 

ACC 

TGG 

CAG 

CTC 

CAA 

78 

GCC 

GCG 

GTT 

CTC 

CAC 

GTC 

CCC 

GjGG 

TGT 

ATC 

CCG 

TGT 

GAG 

117 

AGG 

CTG 

GGA 

AAT 

ACA 

TCC 

CGA 

T|GC 

TGG 

ATA 

CCG 

GTC 

ACA 

156 

CCA 

AAC 

GTG 

GCC 

GTG 

CGG 

CAG 

dec 

GGC 

GCT 

CTT 

ACG 

CAG 

195 

GGC 

TTG 

CGG 

ACG 

CAC 

ATC 

GAC 

ATG 

GTT 

GTG 

ATG 

TCC 

GCC 

234 

ACG 

CTC 

TGC 

TCT 

GCC 

CTC 

TAC 

GrTG 

GGG 

GAC 

CTC 

TGC 

GGC 

273 

GGG 

GTG 

ATG 

CTC 

GCA 

GCC 

CAG 

^TG 

TTC 

ATT 

GTC 

TCG 

CCG 

312 

CGA 

CGC 

CAC 

TGG 

TTT 

GTG 

CAA 

GAA 

TGC 

AAT 

TGC 

TCC 

ATC 

351 

TAC 

CCC 

GGT 

ACC 

ATC 

ACT 

GGA 

GAC 

CGT 

ATG 

GCA 

TGG 

GAC 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

CCC 

XCA 

GCC 

ACC 

ATG 

ATC 

CTG 

429 

GCG 

TAC 

GCG 

ATG 

CGC 

GTT 

CCC 

GAG 

GTC 

ATC 

ATA 

GAC 

ATC 

468 

ATC 

GGC 

GGG 

GCT 

CAC 

TGG 

GGC 

GTC 

ATG 

TTT 

GGC 

TTG 

GCC 

507 

TAC 

TTC 

TCT 

ATG 

CAG 

GGA 

GCG 

TGG 

GCG 

AAG 

GTC 

ATT 

GTC 

546 

ATC 

CTC 

TTG 

CTG 

GCT 

GCT 

GGG 

GTG 

1 

GAC 

GCG 




576 

(2) 

INFORMATION FOR SEQ ID 

f 

•NO : 2 7 : 







(i) 


SEQUENCE 

i 

CHARACTERISTICS : 









(A) 

LENGTH : 

1 1 

576 base pairs 








(B) 

TYPE: 

nucleic acid 









(C) 

STRANDEDNESS: single 








(D) 

TOPOLOGjY : 1 inear 






(vi) 

ORIGINAL 

i 

SOURCE : 











(A) 

ORGANISM: homosapiens 








(C) 

INDIVII 

5UAL ISOLATE: 

T4 





(xi) 

SEQUENCE 

DES 

I 

i 

3CRIPTION 

: SEQ ID 

NO: 27: 


GCA 

CAA 

GTG 

AAG 

AAC 

ACC 

1 

ACJ 

P 

AAC 

AGC 

TAC 

ATG 

GTG 

ACC 

39 

AAC 

GAC 

TGT 

TCT 

AAT 

GAC 

AGC 

1 

ATC 

ACT 

TGG 

CAG 

CTC 

CAG 

78 

GCC 

GCG 

GTC 

CTC 

CAC 

GTC 

CCC 

GGG 

TGT 

GTC 

CCG 

TGC 

GAG 

117 

AAA 

ACG 

GGA 

AAT 

ACA 

TCT 

CGC 

1 

7 

TGC 

TGG 

ATA 

CCG 

GTT 

TCA 

156 

CCA 

AAC 

GTG 

GCC 

GTG 

CGG 

CAG 

CCC 

GGC 

GCC 

CTC 

ACG 

CAG 

195 

GGC 

TTG 

CGG 

ACG 

CAC 

ATT 

GAC 

ATG 

GTT 

GTG 

ATG 

TCC 

GCC 

234 

ACG 

CTC 

TGC 

TCT 

GCT 

CTT 

TAC 

-i 

GTG 

GGG 

GAC 

CTC 

TGC 

GGC 

273 

GGG 

GTG 

ATG 

CTC 

GCA 

GCC 

CAC 

1 

J 

ATG 

TTC 

ATC 

GTC 

TCG 

CCG 

312 

CAA 

CAT 

CAC 

TGG 

TTT 

GTG 

CAI 

i 

GAC 

TGC 

AAT 

TGC 

TCT 

ATC 

351 

TAC 

CCT 

GGC 

ACC 

ATC 

ACT 

gg£ 

i 

CAC 

CGT 

ATG 

GCA 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

cd 

1 

ACG 

GCC 

ACC 

ATG 

ATC 

CTG 

429 

GCG 

TAC 

GCG 

ATG 

CGC 

GTT 

cop 

GAG 

GTC 

ATC 

TTA 

GAC 

ATC 

468 

GTT 

AGC 

GGG 

GCA 

CAC 

TGG 

GGC 

GTC 

ATG 

TTC 

GGC 

TTG 

GCC 

507 


372577 1 



10 


15 


20 


f 


- 97 - 


TAC TTC TCT ATG CAG GGA GCG TGG GCG AAA GTC GTT GTC 
ATC CTT CTG CTG GCC GCT GGG GTG GAC GCG 


( 2 ) 


INFORMATION FOR SEQ ID NO: 28: 

I 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucileic acid 


(C) 

(D) 


STRANDEDNESS: single 


TOPOLOGY : 


(vi) 


ORIGINAL SOURCE! 
(A) ORGANISM: 
(C) INDIVIDUAL! 


linear 


homosapiens 
ISOLATE: T9 



(xi) 

SEQUENCE 

DESCRIPTION 

: SEQ ID 

NO : 2 8 : 

GCC 

GAA 

GTG 

AAG 

AAC 

ACC 

AGT 

AGC 

AGC 

TAC 

ATG 

GTG 

ACA 

AAT 

GAC 

TGT 

TCC 

AAC 

GAC 

AGC 

ATC 

ACC 

TGG 

CAA 

CTC 

CAG 

GCC 

GCG 

GTC 

CTC 

CAC 

GTC 

CCC 

G&G 

TGC 

GTC 

CCG 

TGC 

GAG 

AGA 

GTT 

GGA 

AAC 

GCG 

TCG 

CGG 

TGC 

TGG 

ATA 

CCG 

GTC 

TCG 

CCA 

AAC 

GTA 

GCT 

GTG 

CAG 

CGG 

CCT 

GGC 

GCC 

CTC 

ACG 

CAG 

GGC 

TTG 

CGG 

ACG 

CAC 

ATC 

GAC 

a|tg 

GTT 

GTG 

ATG 

TCC 

GCC 

ACG 

CTC 

TGC 

TCC 

GCT 

CTC 

TAC 

g/tg 

GGG 

GAT 

CTC 

TGC 

GGC 

GGG 

GTA 

ATG 

CTC 

GCC 

GCT 

CAG 

ATG 

TTC 

ATT 

ATC 

TCG 

CCG 

CAG 

CAC 

CAC 

TGG 

TTT 

GTG 

CAG 

GAA 

TGC 

AAC 

TGC 

TCC 

ATT 

TAC 

CCT 

GGT 

ACC 

ATC 

ACT 

GGA 

CAC 

CGT 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

CCC 

ACA 

ACC 

ACC 

ATG 

ATC 

TTG 

GCG 

TAC 

GCG 

ATG 

CGC 

GTT 

CCC 

GAG 

GTC 

ATC 

ATA 

GAC 

ATC 

ATC 

AGC 

GGA 

GCT 

CAC 

TGG 

GGC 

GTC 

ATG 

TTC 

GGC 

CTA 

GCC 

TAC 

TTC 

TCT 

ATG 

CAG 

GGA 

GCG 

/TGG 

GCG 

AAG 

GTC 

GTT 

GTC 

ATC 

CTG 

TTG 

CTC 

ACC 

GCT 

GGC 

GTG 

GAC 

GCG 




(2) 

INFORMATION FOR SEQ ID I 

1 NO : 2 9 : 






25 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH:/ 576 base pairs 

(B) TYPE: (nucleic acid 

(C) STRANDHDNESS : single 

(D) TOPOLOGY : linear 


30 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 


(C) 


INDIVIDUAL ISOLATE: US10 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 29 


35 


GTC CAA GTG AAA AAC ACC AG' 
AAT GAC TGC TCC AAC GAC AG< 
GCT GCG GTC CTC CAC GTT CC( 


ACC AGC TAT ATG GTG ACC 
ATC ACT TGG CAA CTT GAG 
GGG TGT GTC CCG TGC GAG 


546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 


372577 1 



- 98 - 


10 


15 


20 


25 


30 


35 


AAA 

GTG 

GGA 

AAT 

ACA 

TCT 

CGG 

TGC 

TGG 

ATA 

CCG 

GTC 

TCA 

156 

CCA 

AAT 

GTG 

GCC 

GTG 

CAG 

CGG 

CCT 

GGC 

GCC 

CTC 

ACG 

CAG 

195 

GGC 

TTG 

CGG 

ACT 

CAC 

ATC 

GAC 

ATG 

GTC 

GTG 

ATG 

TCC 

GCC 

234 

ACG 

CTC 

TGC 

TCC 

GCT 

CTT 

TAC 

GTG 

GGG 

GAC 

TTC 

TGC 

GGT 

273 

GGG 

ATG 

ATG 

CTC 

GCA 

GCC 

CAA 

ATG 

TTC 

ATT 

GTC 

TCG 

CCG 

312 

CGC 

CAC 

CAC 

TCG 

TTT 

GTG 

CAG 

GA A 

TGC 

AAC 

TGC 

TCC 

ATC 

351 

TAC 

CCC 

GGT 

ACC 

ATC 

ACC 

GGG 

CAG 

CGT 

ATG 

GCA 

TGG 

GAC 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

CCC 

ACd 

GCC 

ACT 

TTG 

ATC 

CTG 

429 

GCG 

TAC 

GTG 

ATG 

CGC 

GTT 

CCC 

gag] 

GTC 

ATC 

ATA 

GAC 

ATC 

468 

ATT 

AGC 

GGG 

GCG 

CAT 

TGG 

GGC 

GTCj 

TTG 

TTC 

GGC 

TTA 

GCC 

507 

TAC 

TTC 

TCT 

ATG 

CAG 

GGA 

GCG 

TGG 

GCG 

AAA 

GTC 

GTT 

GTC 

546 

ATC 

CTT 

CTG 

CTA 

GCC 

GCT 

GGG 

GTG 

GAC 

GCG 




576 


(2) INFORMATION FOR SEQ ID NO 


(i) 


30 : 


SEQUENCE CHARACTERISTICS: 


(A) 

(B) 

(C) 

(D) 


LENGTH: 5^6 base pairs 

TYPE: nucleic acid 

STRANDEDNE$S : single 


TOPOLOGY : 


(vi) 


(xi) 


ORIGINAL SOURCE 
(A) ORGANISM 
(C) INDIVIDUAL! 

SEQUENCE DESCRY 


linear 


homosapiens 
ISOLATE : DK8 


PTION: SEQ ID NO: 30: 


GTG 

GAA 

GTC 

AGG 

AAC 

ATC 

AGT T< 

EC 

AGC 

TAC 

TAC 

GCC 

ACC 

39 

AAT 

GAT 

TGC 

TCA 

AAC 

AAC 

AGC A' 

rc 

ACC 

TGG 

CAA 

CTC 

ACC 

78 

GAC 

GCA 

GTT 

CTC 

CAC 

CTT 

CCC G< 

P A 

TGC 

GTC 

CCA 

TGT 

GAG 

117 

AAT 

GAC 

AAT 

GGC 

ACC 

CTG 

CGC T 

jC 

TGG 

ATA 

CAA 

GTG 

ACA 

156 

CCT 

AAT 

GTG 

GCT 

GTG 

AAA 

CAC C 

jC 

GGC 

GCA 

CTT 

ACT 

CAT 

195 

AAC 

CTG 

CGA 

ACA 

CAC 

GTC 

GAC G 

rG 

ATC 

GTA 

ATG 

GCA 

GCT 

234 

ACG 

GTC 

TGC 

TCG 

GCC 

TTG 

TAT GTG 

GGA 

GAC 

GTA 

TGC 

GGG 

273 

GCC 

GTG 

ATG 

ATC 

GTG 

TCG 

CAG GCT 

CTC 

ATA 

ATA 

TCG 

CCT 

312 

GAA 

CGC 

CAC 

AAC 

TTT 

ACC 

CAG GAG 

TGC 

AAC 

TGT 

TCC 

ATC 

351 

TAC 

CAA 

GGT 

CAT 

ATC 

ACC 

GGC (EAC 

CGC 

ATG 

GCA 

TGG 

GAC 

390 

ATG 

ATG 

CTA 

AAC 

TGG 

TCA 

CCA ACT 

CTT 

ACC 

ATG 

ATC 

CTC 

429 

GCC 

TAT 

GCC 

GCT 

CGT 

GTT 

CCT (BAG 

CTA 

GCC 

CTC 

CAG 

GTT 

468 

GTC 

TTC 

GGC 

GGC 

CAT 

TGG 

GGC GTG 

GTG 

TTT 

GGC 

TTG 

GCC 

507 

TAT 

TTC 

TCC 

ATG 

CAG 

GGA 

GCG TGG 

GCC 

AAA 

GTC 

ATT 

GCC 

546 

ATC 

CTC 

CTT 

CTT 

GTC 

GCA 

GGA GTG 

GAT 

GCA 




576 


( 2 ) 


INFORMATION FOR SEQ ID|NO:31 
(i) 


SEQUENCE C 
(A) LENGTH: 
TYPE : 


CTERISTICS : 

576 base pairs 

(B) TYPE: Nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


372577 1 


t 



r 


(vi) 


ORIGINAL SOURCI 
(A) ORGANISM: 
(C) INDIVIDUAL 


homosapiens 
ISOLATE: DK11 


10 


15 



(xi) 

SEQUENCE 

DESCRIPTION 

: SEQ ID 

NO : 3 1 : 

GTG 

GAA 

GTC 

AGG 

AAC 

ACC 

AGT 

TCjT 

ATC 

AGT 

TAC 

TAC 

GCC 

ACC 

AAT 

GAT 

TGC 

TCA 

AAC 

AAC 

AGO 

ACC 

TGG 

CAA 

CTC 

ACC 

AAC 

GCA 

GTT 

CTC 

CAC 

CTT 

CCC 

GGA 

TGC 

GTC 

CCA 

TGT 

GAG 

AAT 

GAC 

AAT 

GGC 

ACC 

CTG 

CAC 

TGb 

TGG 

ATA 

CAA 

GTG 

ACA 

CCT 

AAT 

GTG 

GCT 

GTG 

AAA 

CAC 

cg{: 

GGC 

GCA 

CTC 

ACT 

CAC 

AAC 

CTG 

CGA 

GCA 

CAT 

ATA 

GAT 

ATG 

ATT 

GTA 

ATG 

GCA 

GCT 

ACG 

GTC 

TGC 

TCG 

GCC 

TTG 

TAT 

GTG 

GGA 

GAC 

GTG 

TGC 

GGG 

GCC 

GTG 

ATG 

ATC 

GTG 

TCG 

CAG 

GCiT 

TTC 

ATA 

GTA 

TCG 

CCA 

GAA 

CAC 

CAC 

CAC 

TTT 

ACC 

CAA 

GAG 

TGC 

AAC 

TGT 

TCC 

ATC 

TAC 

CAA 

GGT 

CAC 

ATC 

ACC 

GGC 

CA<3 

CGC 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

CTT 

AAC 

TGG 

TCA 

CCA 

ACT 

GAG 

CTC 

ACC 

ATG 

ATC 

CTC 

GCC 

TAT 

GCC 

GCC 

CGT 

GTT 

CCT 

CTA 

GTC 

CTT 

GAA 

GTC 

GTC 

TTC 

GGT 

GGT 

CAT 

TGG 

GGT 

Glfc 

GTG 

TTT 

GGC 

TTG 

GCC 

TAT 

TTC 

TCC 

ATG 

CAG 

GGA 

GCG 

TGG 

GCC 

AAG 

GTC 

ATT 

GCC 

ATC 

CTC 

CTT 

CTT 

GTA 

GCA 

GGA 

GTG 

GAT 

GCA 




(2) 

INFORMATION FOR SEQ ID 

NO: 32 : 






(i) 


20 


25 


30 


35 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDKESS: single 

(D) TOPOLOGY J linear 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM 
(C) INDIVIDU 


homosapiens 
&L ISOLATE: SW3 



(xi) 

SEQUENCE 

DESC 

IjRIPTION 

: SEQ ID 

NO: 32 : 

GTG 

GAA 

GTC 

AGG 

AAC 

ATC 

AGT 

TCT 

AGC 

TAC 

TAT 

GCC 

ACC 

AAT 

GAT 

TGC 

TCA 

AAC 

AGC 

AGC 

ATC 

ACC 

TGG 

CAA 

CTC 

ACC 

AAC 

GCA 

GTC 

CTC 

CAC 

CTT 

CCC 

GGA 

TGC 

GTC 

CCG 

TGT 

GAG 

AAT 

GAT 

AAT 

GGC 

ACC 

CTG 

CAC 

TGC 

TGG 

ATA 

CAA 

GTG 

ACA 

CCT 

AAT 

GTG 

GCT 

GTG 

AAA 

CAC 

1 CGC 

GGC 

GCG 

CTC 

ACT 

CAC 

AAC 

CTG 

CGA 

GCA 

CAC 

GTC 

GAT 

ATG 

ATC 

GTA 

ATG 

GCA 

GCT 

ACG 

GTC 

TGC 

TCG 

GCC 

TTG 

TAT 

GTG 

GGA 

GAC 

ATG 

TGC 

GGG 

GCC 

GTG 

ATG 

ATC 

GTG 

TCG 

CAG 

GCT 

TTC 

ATA 

ATA 

TCG 

CCA 

GAA 

CGC 

CAC 

AAC 

TTT 

ACC 

CAA 

GAG 

TGC 

AAC 

TGT 

TCC 

ATC 

TAC 

CAA 

GGT 

CGT 

ATC 

ACC 

GGC 

CAC 

CGC 

ATG 

GCG 

TGG 

GAC 

ATG 

ATG 

CTA 

AAC 

TGG 

TCA 

CCA 

ACT 

CTT 

ACC 

ATG 

ATC 

CTT 

GCC 

TAT 

GCC 

GCT. 

CGT 

GTT 

CCT 

GAG 

CTA 

GTC 

CTT 

GAA 

GTT 

GTC 

TTC 

GGC 

GGC 

CAT 

TGG 

GGC 

GTG 

GTG 

TTT 

GGC 

TTG 

GCC 

TAT 

ATC 

372577_ 

TTC 

CTC 

l 

TCC 

CTG 

ATG 

CTT 

CAA 

GTC 

GGA 

GCA 

GCG 

GGA 

TGG 

GTG 

1 

GCC 

GAT 

AAG 

GCA 

GTC 

ATT 

GCC 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 



• / • 


- IDO - 


( 2 ) 


10 


15 


20 


INFORMATION FOR SEQ ID NOl: 

( i ) SEQUENCE CHARACt 

(A) LENGTH: 


(B) 

(C) 

(D) 


33 : 

’ERISTICS: 

6 base pairs 


TYPE: nucleic acid 


strandedne: 

TOPOLOGY : 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 
(C) INDIVIDUAL 


S: single 

linear 


jhomosapiens 
ISOLATE: T8 



(xi) 

SEQUENCE 

DESCRIF 

TION 

: SEQ ID 

NO:: 

33 : 

GTG 

GAA 

GTT 

AGA 

AAC 

ACC 

AGT 

TTT 

AGC 

TAC 

TAC 

GCC 

ACC 

AAT 

GAT 

TGC 

TCG 

AAC 

AAC 

AGC 

ATG 

: ACC 

TGG 

CAG 

CTC 

ACC 

AAC 

GCA 

GTT 

CTC 

CAC 

CTT 

CCC 

ggA 

. TGC 

GTC 

CCA 

TGT 

GAG 

AAT 

GAC 

AAT 

GGC 

ACC 

TTG 

CGC 

TG<l 

: TGG 

ATA 

CAA 

GTA 

ACA 

CCT 

AAT 

GTG 

GCT 

GTG 

AAA 

CAC 

CGT 

' GGC 

GCA 

CTC 

ACT 

CAC 

AAC 

CTG 

CGA 

ACG 

CAT 

GTC 

GAC 

GTG 

[ ATC 

GTA 

ATG 

GCA 

GCT 

ACG 

GTC 

TGC 

TCG 

GCC 

TTG 

TAT 

gtJg 

^ GGG 

GAC 

GTG 

TGC 

GGG 

GCC 

GTG 

ATG 

ATA 

GCG 

TCG 

CAG 

GOT 

' TTC 

ATA 

ATA 

TCG 

CCA 

GAA 

CGC 

CAC 

AAC 

TTC 

ACC 

CAG 

GAG 

} TGC 

AAC 

TGT 

TCC 

ATC 

TAC 

CAA 

GGT 

CAT 

ATC 

ACC 

GGC 

CAC 

: cgc 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

CTG 

AAC 

TGG 

TCA 

CCA 

ACT 

’ CTC 

ACC 

ATG 

ATC 

CTC 

GCC 

TAC 

GCT 

GCT 

CGT 

GTG 

CCT 

GAA 

. CTA 

GTC 

CTT 

GAA 

GTT 

GTC 

TTC 

GGC 

GGC 

CAT 

TGG 

GGC 

GTG 

1 GTG 

TTT 

GGC 

TTG 

GCC 

TAT 

TTC 

TCC 

ATG 

CAA 

GGA 

GCG 

TJGG 

1 GCC 

AAA 

GTC 

ATC 

GCC 

ATC 

CTC 

CTC 

CTT 

GTC 

GCA 

GGA 

✓GTG GAC 

GCA 





25 


30 


35 


( 2 ) 


INFORMATION FOR SEQ ID fTO:34: 

(i) 


(Vi) 


SEQUENCE CHARACTERISTICS 

(A) LENGTH: I 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNE SS : single 

(D) TOPOLOGY: linear 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: S83 



(xi) 

SEQUENCE 

DE£ 

CRIPTION 

: SEQ ID 

NO: : 

34 : 

GTG 

GAG 

GTC 

AAG 

GAC 

ACC 

GG( 

: GAC 

TCC 

TAC 

ATG 

CCG 

ACC 

AAC 

GAT 

TGC 

TCC 

AAC 

TCT 

AG' 

’ ATC 

GTT 

TGG 

CAG 

CTT 

GAA 

GGA 

GCA 

GTG 

CTT 

CAT 

ACT 

CC' 

’ GGA 

TGC 

GTC 

CCT 

TGT 

GAG 

CGT 

ACC 

GCC 

AAC 

GTC 

TCT 

CGi 

k. TGT 

TGG 

GTG 

CCG 

GTT 

GCC 

CCC 

AAT 

CTC 

GCC 

ATA 

AGT 

CA! 

l CCT 

GGC 

GCT 

CTC 

ACT 

AAG 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 


372577 1 



10 


15 


h 101 - 


GGC 

CTG 

CGA 

GCA 

CAC 

ATC 

GATl 

ATC 

ATC 

GTG 

ATG 

TCT 

GCT 

ACG 

GTC 

TGT 

TCT 

GCC 

CTT 

TATI 

GTG 

GGG 

GAC 

GTG 

TGT 

GGC 

GCG 

CTG 

ATG 

CTG 

GCC 

GCT 

CAG 

GTC 

GTC 

GTC 

GTG 

TCG 

CCA 

CAA 

CAC 

CAT 

ACG 

TTT 

GTC 

CAG 

GAA 

TGC 

AAC 

TGT 

TCC 

ATA 

TAC 

CCG 

GGC 

CGC 

ATT 

ACG 

GGA 

CAC 

CGC 

ATG 

GCT 

TGG 

GAT 

ATG 

ATG 

ATG 

AAC 

TGG 

TCG 

cccl 

ACT 

ACC 

ACC 

ATG 

CTC 

CTG 

GCG 

TAC 

TTG 

GTG 

CGC 

ATC 

CCG 

GAA 

GTC 

ATC 

TTG 

GAT 

ATT 

GTT 

ACA 

GGA 

GGT 

CAT 

TGG 

GGT 

GTA 

ATG 

TTT 

GGC 

CTC 

GCT 

TAC 

TTC 

TCC 

ATG 

CAG 

GGA 

TCG 

TGG 

GCG 

AAG 

GTC 

ATC 

GTT 

ATC 

CTC 

CTG 

CTG 

ACT 

GCT 

GGG 

GTG 

GAG 

GCG 




(2) 

INFORMATION FOR SEQ ID 

NO : 3 5 : 






(i) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 576 base pairs 

(B) TYPE: nacleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY! : linear 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM 


homosapiens 


(C) INDIVIDUAL ISOLATE: DK12 


20 


25 



(xi) 

SEQUENCE 

DES< 

CRIPTION 

: SEQ ID 

NO : 3 5 : 

TTA 

GAG 

TGG 

CGG 

AAT 

GTG 

TCC 

GGC 

CTC 

TAC 

GTC 

CTT 

ACC 

AAC 

GAC 

TGT 

TCC 

AAT 

AGC 

AGT 

ATC 

GTG 

TAT 

GAG 

GCC 

GAT 

GAC 

GTC 

ATT 

CTG 

CAC 

ACA 

CCT 

GGC 

TGT 

GTA 

CCT 

TGT 

GTT 

CAG 

GAC 

GGC 

AAT 

ACA 

TCT 

ACG 

TGC 

TGG 

ACC 

TCA 

GTG 

ACG 

CCT 

ACA 

GTG 

GCA 

GTC 

AGG 

TAC 

GTC 

GGA 

GCA 

ACC 

ACC 

GCT 

TCG 

ATA 

CGC 

AGT 

CAT 

GTG 

GAC! 

CTG 

CTA 

GTG 

GGC 

GCG 

GCC 

ACG 

ATG 

TGC 

TCT 

GCG 

CTC 

TAC 

GTG 

GGT 

GAT 

GTG 

TGT 

GGG 

GCC 

GTC 

TTC 

CTT 

GTG 

GGA 

CAA 

GCC 

TTC 

ACG 

TTC 

AGA 

CCT 

CGT 

CGC 

CAT 

CAA 

ACA 

GTC 

CAG 

ACC 

TGT 

AAC 

TGC 

TCG 

CTG 

TAC 

CCA 

GGC 

CAT 

CTT 

TCA 

GGA 

CAT 

CGA 

ATG 

GCT 

TGG 

GAT 

ATG 

ATG 

ATG 

AAT 

TGG 

TCC 

ccc 

GCT 

GTG 

GGT 

ATG 

GTG 

GTA 

GCG 

CAC 

GTC 

CTG 

CGT 

CTG 

cc: 

CAG 

ACC 

TTG 

TTC 

GAC 

ATA 

ATA 

GCT 

GGG 

GCC 

CAT 

TGG 

GGG 

ATC 

ATG 

GCG 

GGC 

CTA 

GCC 

TAT 

TAC 

TCC 

ATG 

CAG 

GGC 

AAG 

TGG 

GCC 

AAG 

GTC 

GCT 

ATC 

ATC 

ATG 

GTT 

ATG 

TTT 

TCA 

GGA 

GTC 

GAT 

GCC 




(2) 

INFORMATION FOR SEQ IID 

NO: 36 : 






30 


(i) 


SEQUENCE C 

(A) LENGT 

(B) TYPE: 

(C) 

(D) 


CTERISTICS : 

576 base pairs 
nucleic acid 
STRANDEDNESS: single 

TOPOLOGY: linear 


35 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 


234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


372577 1 



10 


15 


20 


25 


30 


35 


(xi) 


102 - 

(C) INDIVIDUAL ISOLATE: HK10 

SEQUENCE DESCRIPTION: SEQ ID NO: 36: 



(2) INFORMATION FOR SEQ ID N(J>:37 

(i) 


SEQUENCE CHARAtp' 

(A) LENGTH: 

(B) TYPE: nu 

(C) STRANDEDN 

(D) TOPOLOGY 


(vi) 


ORIGINAL SOURQE 
(A) ORGANISM: 


TERISTICS : 

676 base pairs 
qleic acid 
SS : single 

linear 


homo sapiens 






(C) 

INDIVIDUi 

f : 

ISOLATE : 

S2 




(xi) 

SEQUENCE 

DESC] 

eIiption 

: SEQ ID 

NO: 37 : 

CTA 

GAG 

TGG 

CGG 

AAT 

ACG 

TCT < 

;gc 

CTC 

TAT 

GTC 

CTC 

ACC 

AAC 

GAC 

TGT 

TCC 

AAT 

AGC 

AGT 1 

^TT 

GTG 

TAT 

GAG 

GCC 

GAT 

GAC 

GTT 

ATT 

CTG 

CAC 

ACA 

CCT ( 

?GC 

TGT 

GTA 

CCT 

TGT 

GTT 

CAG 

GAC 

GGT 

AAT 

ACA 

TCC 

ACG ] 

rGC 

TGG 

ACC 

CCA 

GTG 

ACA 

CCT 

ACA 

GTG 

GCA 

GTC 

AGG 

TAT 

3TC 

GGA 

GCA 

ACC 

ACC 

GCT 

TCG 

ATA 

CGC 

AGT 

CAT 

GTG 

GAC 

CTA 

TTG 

GTG 

GGC 

GCG 

GCC 

ACT 

ATG 

TGC 

TCT 

GCG 

CTC 

TAC 

CTG 

GGT 

GAT 

ATG 

TGT 

GGG 

GCC 

GTC 

TTT 

CTC 

GTG 

GGA 

CAA 

CCC 

TTC 

ACG 

TTC 

AGA 

CCT 

CGT 

CGC 

CAT 

CAA 

ACG 

GTC 

CAG 

z^CC 

TGT 

AAC 

TGC 

TCG 

CTG 

TAC 

CCA 

GGC 

CAT 

CTT 

TCA 

GGA 

CAT 

CGC 

ATG 

GCT 

TGG 

GAT 

ATG 

ATG 

ATG 

AAT 

TGG 

TCC 

CCC ( 

CCT 

GTG 

GGT 

ATG 

GTG 

GTG 

GCG 

CAC 

GTT 

CTG 

CGT 

TTG 

CCC < 

CAG 

ACC 

GTG 

TTC 

GAC 

ATA 

ATA 

GCC 

GGG 

GCC 

CAT 

TGG 

GGC i 

ATC 

TTG 

GCG 

GGC 

CTA 

GCC 

TAT 

TAC 

TCC 

ATG 

CAA 

GGC 

AAC r 

rGG 

GCC 

AAG 

GTC 

GCT 

ATC 

ATC 

ATG 

GTT 

ATG 

TTT 

TCA 

GGG ( 

CTC 

GAC 

GCC 





39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


372577_1 



( 


- 10B - 


(2) INFORMATION FOR SEQ ID NO:B8: 

I 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


(vi) 


ORIGINAL SOURCE 
(A) ORGANISM: 


(C) 


h'omosapiens 


INDIVIDUAL ISOLATE: 


S52 


10 


15 


20 


25 


30 


35 



(xi) 

SEQUENCE 

DESCRIP1 

■ j 

H 

O 

: SEQ ID 

NO : 3 8 : 


CTA 

GAG 

TGG 

CGG 

AAT 

ACG 

TCT 

GGC 

CTC 

TAT 

GTC 

CTT 

ACC 

39 

AAC 

GAC 

TGT 

TCC 

AAT 

AGC 

AGT 

ATT 

GTG 

TAT 

GAG 

GCC 

GAT 

78 

GAC 

GTC 

ATT 

CTG 

CAC 

ACA 

CCC 

GGC 

TGT 

GTA 

CCT 

TGT 

GTT 

117 

CAG 

GAC 

GGC 

AAT 

ACA 

TCC 

ATG 

TGC 

TGG 

ACC 

CCA 

GTG 

ACA 

156 

CCT 

ACG 

GTG 

GCA 

GTC 

AGG 

TAC 

GTC 

GGA 

GCA 

ACC 

ACC 

GCT 

195 

TCG 

ATA 

CGC 

AGT 

CAT 

GTG 

GAC 

CTA 

TTA 

GTG 

GGC 

GCG 

GCC 

234 

ACG 

CTG 

TGC 

TCT 

GCG 

CTC 

TAT 

GTG 

GGT 

GAT 

ATG 

TGT 

GGG 

273 

GCC 

GTC 

TTT 

CTC 

GTG 

GGA 

CAA 

GCC 

TTC 

ACG 

TTC 

AGA 

CCT 

312 

CGT 

CGC 

CAT 

CAA 

ACG 

GTC 

CAG 

ACC 

TGT 

AAC 

TGC 

TCG 

CTG 

351 

TAC 

CCA 

GGC 

CAT 

GTT 

TCA 

GGA 

CAT 

CGA 

ATG 

GCT 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAT 

TGG 

TCC 

CCC 

GCT 

GTG 

GGT 

ATG 

GTG 

GTG 

429 

GCG 

CAC 

ATC 

CTG 

CGA 

TTG 

CCC 

CAG 

ACC 

TTG 

TTT 

GAC 

ATA 

468 

CTG 

GCC 

GGG 

GCC 

CAT 

TGG 

GGC 

ATC 

TTG 

GCG 

GGC 

CTA 

GCC 

507 

TAT 

TAT 

TCT 

ATG 

CAG 

GGC 

AAC 

TGG 

GCC 

AAG 

GTC 

GCT 

ATT 

546 

GTC 

ATG 

ATT 

ATG 

TTT 

TCA 

GGG 

GTCJ 

GAT 

GCC 




576 


(2) 

INFORMATION FOR SEQ ID NO j 

39 : 





(i) 

SEQUENCE 

CHARACT 

ERISTICS : 






(A) 

LENGTH : 

sp 

6 base pairs 






(B) 

TYPE : nucfL 

eic acid 






(C) 

STRANDEDNEB 

S: single 






(D) 

TOPOLOGY : 


linear 





(vi) 

ORIGINAL 

SOURC 








(A) 

ORGANISM: 

I' 

1 

homosapiens 






(C) 

INDIVIDUAL 

ISOLATE: S54 




(xi) 

SEQUENCE 

DESCR 

IPTION: SEQ ID 

NO : 3 9 : 


CTA 

GAG TGG 

CGG AAT 

ACG 

TCT G 

SC 

CTC TAT ATC 

CTT 

ACC 

39 

AAC 

GAC TGT 

TCC AAT 

AGC 

AGT A 

TT 

GTG TAT GAG 

GCC 

GAT 

78 

GAC 

GTC ATT 

CTG CAC 

ACA 

CCC G 

GC 

TGT GTA CCT 

TGT 

GTT 

117 

CAG 

GAC GGC 

AAT ACA 

TCC 

ACG I 

GC 

TGG ACC CCA 

GTG 

ACA 

156 

CCT 

ACG GTG 

GCA GTC 

AGG 

TAC G 

TC 

GGA GCA ACC 

ACC 

GCT 

195 

TCG 

ATA CGC 

AGT CAT 

GTG 

GAC C 

TA 

TTA GTG GGC 

GCG 

GCC 

234 

ACG 

CTG TGC 

TCT GCG 

CTC 

TAT G 

TG 

GGT GAT ATG 

TGT 

GGG 

273 


372577 1 



- 104 - 


GCC 

GTC 

TTT 

CTC 

GTG 

GGA 

CAA 

GC 

c 

TTC 

ACG 

TTC 

AGA 

CCT 

312 

CGT 

CGC 

CAT 

CAA 

ACG 

GTC 

CAG 

AC 

c 

TGT 

AAC 

TGC 

TCG 

CTG 

351 

TAC 

CCA 

GGC 

CAT 

CTT 

TCA 

GGA 

CA 

T 

CGA 

ATG 

GCT 

TGG 

GAT 

390 

ATG 

ATG 

ATG 

AAT 

TGG 

TCC 

CCC 

GC 

F 

GTG 

GGT 

ATG 

GTG 

GTG 

429 

GCG 

CAC 

ATC 

CTG 

CGA 

TTG 

CCC 

CA 

p 

ACC 

TTG 

TTT 

GAC 

ATA 

468 

CTG 

GCC 

GGG 

GCC 

CAT 

TGG 

GGC 

ATC 

TTG 

GCG 

GGC 

CTA 

GCC 

507 

TAT 

TAT 

TCT 

ATG 

CAG 

GGC 

AAC 

TGG 

GCC 

AAG 

GTC 

GCT 

ATC 

546 

ATC 

ATG 

ATT 

ATG 

TTT 

TCA 

GGG 

GTC 

GAT 

GCC 




576 


(2) INFORMATION FOR SEQ ID NO: 40: 


10 


15 


20 


25 


30 


35 


(±: 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 57i6 base pairs 

(B) TYPE: nu c lie 

(C) STRANDEDNES|£ 

(D) TOPOLOGY: 


eic acid 
IS : single 

[linear 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 
(C) INDIVIDUAL 


Ihomosapiens 
[ISOLATE : Z4 



(xi) 

SEQUENCE 

DESCRIF 

riON 

: SEQ ID 

o 

6 

a 


GAG 

CAC 

TAC 

CGG 

AAT 

GCT 

TCG 

GGC 

ATC 

TAT 

CAC 

ATC 

ACC 

39 

AAT 

GAT 

TGT 

CCG 

AAT 

TCC 

AGT 

ATA 

GTC 

TAT 

GAA 

GCT 

GAC 

78 

CAT 

CAC 

ATC 

CTA 

CAC 

TTG 

CCG 

GGG 

TGC 

GTA 

CCC 

TGT 

GTG 

117 

ATG 

ACT 

GGG 

AAC 

ACA 

TCG 

CGT 

TGC 

TGG 

ACG 

CCG 

GTG 

ACG 

156 

CCT 

ACA 

GTG 

GCT 

GTC 

GCA 

CAC 

CCG 

GGC 

GCT 

CCG 

CTT 

GAG 

195 

TCG 

TTC 

CGG 

CGA 

CAT 

GTG 

GAC 

TT^ 

ATG 

GTA 

GGC 

GCG 

GCC 

234 

ACT 

TTG 

TGT 

TCT 

GCC 

CTC 

TAT 

GTI 

GGG 

GAC 

CTC 

TGC 

GGA 

273 

GGT 

GCC 

TTC 

CTG 

ATG 

GGG 

CAG 

ATG 

ATC 

ACT 

TTT 

CGG 

CCG 

312 

CGT 

CGC 

CAC 

TGG 

ACC 

ACG 

CAG 

GAG 

TGC 

AAT 

TGT 

TCC 

ATC 

351 

TAC 

ACT 

GGC 

CAT 

ATC 

ACC 

GGC 

CAC 

AGG 

ATG 

GCG 

TGG 

GAC 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

AGC 

CCT 

ACC 

ACC 

ACT 

CTG 

CTC 

CTC 

429 

GCC 

CAG 

ATC 

ATG 

AGG 

GTC 

CCC 

A Cl 

l GCC 

TTT 

CTC 

GAC 

ATG 

468 

GTT 

GCC 

GGA 

GGC 

CAC 

TGG 

GGC 

GTC 

: ctc 

GCG 

GGC 

TTG 

GCG 

507 

TAC 

TTC 

AGC 

ATG 

CAA 

GGC 

AAT 

TGC 

\ GCC 

AAG 

GTA 

GTC 

CTG 

546 

GTC 

CTT 

TTC 

CTC 

TTT 

GCT 

GGG 

gt; 

l GAC 

GCC 




576 

(2) 

INFORMATION FOR SEQ ID 

NO 

41 : 







(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 5^6 base pairs 

(B) TYPE: nucleic acid 

( C ) STRANDEDNE&S : 

(D) TOPOLOGY: 


(vi) 


single 
linear 


ORIGINAL SOURCE: 
(A) ORGANISM: 
(C) INDIVIDUAL 


homosapiens 
ISOLATE: Z1 


372577 1 



10 


P-05 - 



(xi) 

SEQUENCE 

DESCH 

IPTION: 

SEQ ID 

NO : 4 1 : 

GTG 

CAC 

TAC 

CGG 

AAT 

GCT 

TCG 

G 

GC 

GTC 

TAT 

CAT 

GTC 

ACC 

AAT 

GAT 

TGC 

CCT 

AAC 

ACC 

AGC 

A 

TA 

GTG 

TAC 

GAG 

ACG 

GAG 

CAC 

CAC 

ATC 

ATG 

CAC 

TTG 

CCA 

GGG 

TGT 

GTC 

CCC 

TGT 

GTG 

CGG 

ACG 

GAG 

AAT 

ACT 

TCT 

CGC 

TGC 

TGG 

GTG 

CCC 

TTG 

ACC 

CCC 

ACT 

GTG 

GCC 

GCG 

CCC 

TAT 

cdc 

AAC 

GCA 

CCG 

TTA 

GAG 

TCC 

ATG 

CGC 

AGG 

CAT 

GTA 

GAC 

CT<3 

ATG 

GTG 

GGT 

GCG 

GCT 

ACT 

ATG 

TGT 

TCC 

GCC 

TTC 

TAC 

ATT 

GGA 

GAT 

CTG 

TGT 

GGA 

GGC 

GTC 

TTC 

CTA 

GTG 

GGC 

CAG 

CTC 

j 

TTC 

GAC 

TTC 

CGA 

CCG 

CGC 

CGG 

CAC 

TGG 

ACC 

ACC 

CAG 

GA*] 

r 

TGC 

AAC 

TGC 

TCC 

ATC 

TAT 

CCT 

GGT 

CAC 

GTC 

TCG 

GGC 

CAC 


AGG 

ATG 

GCC 

TGG 

GAC 

ATG 

ATG 

ATG 

AAC 

TGG 

AGC 

CCT 

ACC 

"t 

AGC 

GCG 

CTG 

ATT 

ATG 

GCT 

CAG 

ATC 

TTA 

CGG 

ATC 

CCC 

TC r . 

1 

ATC 

CTA 

GGT 

GAC 

TTG 

CTC 

ACC 

GGG 

GGT 

CAC 

TGG 

GGA 

GT 'j 

T 

CTT 

GCT 

GGT 

CTA 

GCT 

TTC 

TTC 

AGC 

ATG 

CAG 

AGT 

AAC 

TGC 

1 

J 

GCG 

AAG 

GTC 

ATC 

CTG 

GTC 

CTA 

TTC 

CTC 

TTT 

GCC 

GGG 

GTC 

1 

GAG 

GGA 




(2) 

INFORMATION FOR SEQ ID 

NO i 

I 

: 42 : 






15 


(i) 


SEQUENCE CHARAC] 

(A) LENGTH: 5, 

(B) TYPE: nu 


TERISTICS : 

|7 6 base pairs 
leic acid 


(C) STRANDEDNESS: single 

(D) TOPOLOGY: j linear 


20 


(vi) 


(xi) 


ORIGINAL SOURCS 
(A) ORGANISM:] 
(C) INDIVIDU? 


homosapiens 
ISOLATE: Z6 


SEQUENCE DESCRIPTION: SEQ ID NO: 42: 


25 


30 


35 


GTT 

AAC 

TAT 

CGC 

AAT 

GCC 

TCG 

GGC 

GTC 

TAT 

CAC 

GTC 

ACC 

AAC 

GAC 

TGC 

CCG 

AAC 

TCG 

AGC 

ATA 

GTG 

TAT 

GAG 

GCC 

GAA 

CAC 

CAG 

ATC 

TTA 

CAC 

CTC 

CCA 

GGG 

TGC 

TTG 

CCC 

TGT 

GTG 

AGG 

GTT 

GGG 

AAT 

CAG 

TCA 

CGC 

TGC 

TGG 

GTG 

GCC 

CTT 

ACT 

CCC 

ACC 

GTG 

GCG 

GTG 

TCT 

TAT 

Iatc 

GGT 

GCT 

CCG 

CTT 

GAC 

TCC 

CTC 

CGG 

AGA 

CAT 

GTG 

GAC 

CTG 

ATG 

GTG 

GGC 

GCC 

GCT 

ACT 

GTA 

TGC 

TCT 

GCC 

CTC 

TAC 

GTT 

GGA 

GAT 

CTG 

TGC 

GGT 

GGT 

GCA 

TTC 

TTG 

GTT 

GGC 

cagI 

[ATG 

TTC 

TCC 

TTC 

CAG 

CCG 

CGA 

CGC 

CAC 

TGG 

ACT 

ACG 

CAGl 

GAC 

TGC 

AAT 

TGT 

TCT 

ATC 

TAC 

GCA 

GGG 

CAT 

ATC 

ACG 

GGC 

CAC 

AGG 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

ATG 

AAC 

TGG 

AGT 

CCC 

ACA 

ACC 

ACC 

CTG 

CTT 

CTC 

GCC 

CAG 

GTC 

ATG 

AGG 

ATC 

CClf 

AGC 

ACT 

CTG 

GTA 

GAT 

CTA 

CTC 

GCT 

GGA 

GGG 

CAC 

TGG 

GGG 

GTC 

CTT 

GTT 

GGG 

TTG 

GCG 

TAC 

TTC 

AGT 

ATG 

CAA 

GCT 

AAT 

TGG 

GCC 

AAA 

GTC 

ATC 

CTG 

GTC 

CTT 

TTC 

CTC 

TTC 

GCT 

GGA 

GTT 

GAT 

GCC 





(2) INFORMATION FOR SEQ ID NO:43: 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


372577 1 



10 


15 


20 


25 


- loa 


(i) 


SEQUENCE CHARACTE 

(A) LENGTH: 57$ 

(B) TYPE: nucl 

(C) STRANDEDNES$ 

(D) TOPOLOGY: 


RISTICS : 
base pairs 
£ic acid 

single 
linear 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 


nomosapiens 






(C) 

INDIVIDUAL ! 

ISOLATE : 

Z7 




(xi) 

SEQUENCE 

DESCRIP r 

riON: 

: SEQ ID 

NO: 43 : 

GTC 

AAC 

TAT 

CAC 

AAT 

GCC 

TCG 

GGC 

GTC 

TAT 

CAC 

ATC 

ACC 

AAC 

GAC 

TGC 

CCG 

AAC 

TCG 

AGC 

ATA 

ATG 

TAT 

GAG 

GCC 

GAA 

CAC 

CAC 

ATC 

CTA 

CAC 

CTC 

CCA 

GGG 

TGC 

GTA 

CCC 

TGT 

GTG 

AGG 

GAG 

GGG 

AAC 

CAG 

TCA 

CGC 

TGC 

TGG 

GTG 

GCC 

CTT 

ACT 

CCC 

ACC 

GTG 

GCG 

GCG 

CCT 

TAT 

ATC 

GGT 

GCA 

CCG 

CTT 

GAA 

TCC 

ATC 

CGG 

AGA 

CAT 

GTG 

GAC 

CTG 

ATG 

GTA 

GGC 

GCT 

GCT 

ACA 

GTG 

TGC 

TCC 

GCT 

CTC 

TAC 

ATT 

GGG 

GAC 

CTG 

TGC 

GGT 

GGC 

GTA 

TTT 

TTG 

GTT 

GGT 

CAG 

ATG 

I TTT 

TCT 

TTC 

CAG 

CCG 

CGA 

CGC 

CAC 

TGG 

ACT 

ACG 

CAG 

GAC 

TGC 

AAT 

TGT 

TCC 

ATC 

TAT 

GCG 

GGG 

CAC 

GTT 

ACA 

GGC 

CAC 

AGA 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

ATG 

AAC 

TGG 

AGT 

CCC 

ACA 

ACC 

ACC 

TTG 

GTC 

CTC 

GCC 

CAG 

GTT 

ATG 

AGG 

ATC 

CCT 

AGG 

ACT 

CTG 

GTG 

GAC 

CTA 

CTC 

ACT 

GGA 

GGG 

CAC 

TGG 

GGT 

AT a 

CTT 

ATC 

GGG 

GTG 

GCA 

TAC 

TTC 

TGC 

ATG 

CAA 

GCT 

AAT 

TGG 

GCC 

AAG 

GTC 

ATT 

CTG 

GTC 

CTT 

TTC 

CTC 

TAC 

GCT 

GGA 

GTT 

GAT 

GCC 




(2) 

INFORMATION FOR SEQ ID 

NO: 44 : 






(i) 


(vi) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 376 base pairs 

(B) TYPE: nualeic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY:! linear 

ORIGINAL SOURCt 
(A) ORGANISM:! homosapiens 
(C) INDIVIDUAL ISOLATE: DK13 


30 


35 



(xi) 

SEQUENCE 

DESCI 

JIPTION: 

: SEQ ID 

NO:- 

44 : 

TAC 

AAC 

TAT 

CGC 

AAC 

AGC 

TCG C 

IGT 

GTC 

TAC 

CAT 

GTC 

ACC 

AAC 

GAT 

TGC 

CCG 

AAC 

TCG 

AGC 1 

iTA 

GTC 

TAT 

GAA 

ACC 

GAT 

TAC 

CAC 

ATC 

TTA 

CAC 

CTC 

CCG ( 

jGA 

TGC 

GTT 

CCT 

TGC 

GTG 

AGG 

GAA 

GGG 

AAC 

AAG 

TCT 

ACA ' 

rGC 

TGG 

GTG 

TCT 

CTC 

ACC 

CCC 

ACC 

GTG 

GCT 

GCG 

CAA 

CAT ' 

:tg 

AAT 

GCT 

CCG 

CTT 

GAG 

TCT 

TTG 

AGA 

CGT 

CAC 

GTG 

GAT 

:tg 

ATG 

GTG 

GGC 

GGC 

GCC 

ACT 

CTC 

TGC 

TCC 

GCC 

CTC 

TAC . 

vrc 

GGA 

GAC 

GTG 

TGT 

GGG 

GGT 

GTG 

TTC 

TTG 

GTC 

GGT 

CAA : 

:tg 

TTC 

ACC 

TTC 

CAA 

CCT 

CGC 

CGC 

CAC 

TGG 

ACC 

ACC 

CAA : 

jAC 

TGC 

AAT 

TGT 

TCC 

ATC 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 


372577 1 



10 


15 


20 


25 


TAC ACA 
ATG ATG 
GCC CAA 
CTT GCA 
TAC TTC 
GTC CTG 


GGA CAT 
ATG AAT 
CTT ATG 
GGC GGC 
AGC ATG 
TTT CTC 


ATC ACA 
TGG AGC 
AGG ATC 
CAC TGG 
CAA GCT 
TTT GCT 


- 1C7 - 


GGA CAC AGA ATG GCT TGG GAC 
CCC ACT GCG ACG CTG GTC CTC 
CCA GGC GCC ATG GTC GAC CTG 
T CTG GTT GGC ATA GCG 
GCC AAG GTT ATC CTG 


GGC AT' 

AAT TG 
GGA GTG GAC GCT 


( 2 ) 


INFORMATION FOR SEQ ID NO 
(i) 


45 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nuci ' 

(C) STRANDEDNESU 

(D) TOPOLOGY: 


(vi) 


ORIGINAL SOURCE 
(A) ORGANISM: 
(C) INDIVIDUAL 


eic acid 
S: single 

linear 


homosapiens 
ISOLATE: SA1 



(xi) 

SEQUENCE 

DESCRII 

TION 

: SEQ ID 

NO : 45: 

GTT 

CCC 

TAC 

CGG 

AAT 

GCC 

TCT 

GGG 

I GTT 

TAC 

CAT 

GTC 

ACC 

AAT 

GAC 

TGC 

CCA 

AAC 

TCC 

TCC 

at; 

l GTC 

TAC 

GAG 

GCT 

GAT 

AGC 

CTG 

ATC 

TTG 

CAC 

GCA 

CCT 

GG( 

: TGC 

GTG 

CCC 

TGT 

GTC 

AGG 

CAA 

GAT 

AAT 

GTC 

AGT 

AGG 

TG< 

: TGG 

GTC 

CAA 

ATC 

ACC 

CCC 

ACA 

CTG 

TCA 

GCC 

CCG 

ACC 

TT< 

: GGA 

GCG 

GTC 

ACG 

GCT 

CCT 

CTT 

CGG 

AGG 

GCC 

GTT 

GAC 

TAC 

: TTA 

GCG 

GGA 

GGA 

GCT 

GCT 

CTC 

TGC 

TCC 

GCA 

CTA 

TAC 

GTC 

: GGC 

GAC 

GCG 

TGC 

GGG 

GCA 

GTG 

TTT 

CTG 

GTA 

GGC 

CAA 

ATC 

5 TTC 

ACC 

TAT 

AGG 

CCT 

CGC 

CAG 

CAT 

ACC 

ACA 

GTG 

CAG 

GAC 

: TGC 

AAC 

TGT 

TCC 

ATT 

TAC 

AGT 

GGC 

CAT 

ATC 

ACC 

GGC 

CAC 

: CGG 

ATG 

GCT 

TGG 

GAC 

ATG 

ATG 

ATG 

AAT 

TGG 

TCA 

CCT 

AGC 

i ACA 

GCC 

TTG 

CTG 

ATG 

GCC 

CAG 

ATG 

CTA 

CGG 

ATC 

CCC 

CAC 

J GTG 

GTC 

ATA 

GAC 

ATC 

ATA 

GCC 

GGG 

GGC 

CAC 

TGG 

GGG 

GTC 

: TTG 

TTT 

GCC 

GCC 

GCA 

TAC 

TTT 

GCG 

TCG 

GCC 

GCC 

AAC 

TGC 

i GCT 

AAG 

GTA 

GTG 

CTG 

GTT 

CTG 

TTC 

CTG 

TTT 

GCG 

GGG 

GjTC 

: GAT 

GGC 




(2) 

INFORMATION FOR SEQ ID 

Jo: 

46 : 






30 


35 


(i) 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDED] 'JESS: single 

(D) TOPOLOGYl: linear 

ORIGINAL SOUR/CE: 


(A) 

(C) 


ORGANISM: homosapiens 

INDIVIDUAL ISOLATE : SA4 

RIPTION : SEQ ID NO: 46 


SEQUENCE DESCf 


390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


372577 1 



10 


15 


( 


id 


8 - 


GTT 

CCC 

TAC 

CGA 

AAC 

GCC 

TCT 

GGG 

GTT 

TAT 

CAT 

GTC 

ACC 

AAT 

GAT 

TGC 

CCA 

AAC 

TCT 

TCC 

ATA 

GTT 

TAC 

GAG 

GCT 

GAT 

AAC 

CTG 

ATC 

TTG 

CAT 

GCA 

CCT 

GGTJ 

TGC 

GTG 

CCT 

TGT 

GTC 

AGG 

CAA 

GAT 

AAT 

GTC 

AGT 

AAG 

TGG 

TGG 

GTC 

CAA 

ATC 

ACC 

CCC 

ACG 

TTG 

TCA 

GCC 

CCG 

AAT 

CTC 

GGA 

GCG 

GTC 

ACG 

GCT 

CCT 

CTT 

CGG 

AGG 

GCC 

GTT 

GAC 

TACi 

TTA 

GCG 

GGA 

GGG 

GCT 

GCC 

CTC 

TGC 

TCC 

GCA 

CTA 

TAC 

GTC 

GGG 

GAC 

GCG 

TGC 

GGG 

GCA 

GTG 

TTT 

TTG 

GTA 

GGC 

CAA 

ATG 

TTC 

ACC 

TAT 

AGG 

CCT 

CGC 

CAG 

CAC 

ACT 

ACG 

GTG 

CAA 

GAC 

TGC 

AAT 

TGC 

TCT 

ATT 

TAC 

AGT 

GGC 

CAT 

ATC 

ACC 

GGC 

CAC 

CGG 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

ATG 

AAT 

TGG 

TCA 

CCT 

ACG 

ACG 

GCC 

TTG 

CTG 

ATG 

GCC 

CAG 

TTG 

CTA 

CGG 

ATT 

CCC 

CAG 

GTG 

GTC 

ATC 

GAC 

ATC 

ATT 

GCC 

GGG 

GGC 

CAC 

TGG 

GGG 

GTC 

TTG 

TTT 

GCC 

GCC 

GCA 

TAT 

TTC 

GCG 

TCA 

GCG 

GCT 

AAC 

TGG 

GCT 

AAG 

GTT 

ATA 

CTG 

GTC 

TTG 

TTT 

CTG 

TTT 

GCG 

GGG 

GTC 

GAT 

GCC 




(2) 

INFORMATION FOR SEQ ID 

NO:- 

* 7 : 






(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 57| base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESfi : single 

(D) TOPOLOGY: linear 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA5 


20 


25 


30 


35 



(xi) 

SEQUENCE 

DESCRIP 1 

TION: 

: SEQ ID 

NO: 47 : 

GTC 

CCC 

TAC 

CGA 

AAT 

GCC 

TCT 

GGC 7 

GTT 

TAT 

CAT 

GTC 

ACC 

AAT 

GAT 

TGC 

CCA 

AAC 

TCT 

TCC 

ATA 

GTC 

TAC 

GAG 

GCT 

GAT 

AAC 

CTG 

ATT 

CTG 

CAC 

GCA 

CCT 

GGJT 

TGC 

GTG 

CCC 

TGT 

GTC 

AAG 

GAA 

GGT 

AAT 

GTC 

AGT 

AGG 

TG2 

TGG 

GTC 

CAA 

ATC 

ACC 

CCC 

ACA 

TTG 

TCA 

GCC 

CCG 

AAC 

CTC 

GGA 

GCG 

GTC 

ACG 

GCT 

CCT 

CTT 

CGG 

AGG 

GTC 

GTT 

GAC 

TAC 

TTA 

GCG 

GGA 

GGG 

GCT 

GCC 

CTC 

TGC 

TCC 

GCA 

CTA 

TAC 

GTC 

GGG 

GAC 

GCG 

TGC 

GGG 

GCA 

GTG 

TTC 

TTG 

GTA 

GGC 

CAA 

ATG 

TTC 

ACC 

TAT 

AGG 

CCT 

CGC 

CAG 

CAT 

ACT 

ACG 

GTG 

CAG 

GAC 

TGC 

AAC 

TGT 

TCC 

ATT 

TAC 

AGC 

GGC 

CAT 

ATC 

ACC 

GGC 

CAC 

CGA 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

ATG 

AAT 

TGG 

TCA 

CCT 

ACG 

ACA 

GCC 

TTG 

GTG 

ATG 

GCC 

CAG 

GTG 

CTA 

CGG 

ATT 

CCC 

CAA 

GTG 

GTC 

ATT 

GAC 

ATC 

ATT 

GCC 

GGG 

GGC 

CAC 

TGG 

GGG 

GTC 

TTG 

TTC 

GCC 

GTC 

GCA 

TAC 

TTC 

GCG 

TCA 

GCG 

GCT 

AAC 

TJGG 

GCT 

AAG 

GTT 

GTG 

CTG 

GTC 

CTG 

TTT 

CTG 

TTT 

GCG 

GGG 

GTC 

GAT 

GGC 




(2) 

INFORMATION FOR SEQ ID 

NO:- 

48 : 






(i) 


SEQUENCE CHAR4< 

(A) LENGTH : 

(B) TYPE: nil 


.CTERISTICS : 

576 base pairs 
cleic acid 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


372577 1 



10 


15 


1109 - 


(C) 

(D) 


STRANDED!?: 

TOPOLOGY 


(vi) 


ORIGINAL SOURCE: 


(A) 

(C) 


ORGANISM 


ESS: single 

linear 


homosapiens 


INDIVIDUAL ISOLATE: SA6 



(xi) 

SEQUENCE 

DESCF 

IPTION 

: SEQ ID 

NO: 48 : 

GTT 

CCT 

TAC 

CGG 

AAT 

GCC 

TCT 

G 

GG 

GTG 

TAT 

CAT 

GTT 

ACC 

AAT 

GAT 

TGC 

CCA 

AAC 

TCT 

TCC 


TA 

GTC 

TAT 

GAG 

GCT 

GAT 

GAC 

CTG 

ATC 

CTA 

CAC 

GCA 

CCT 

G 

GC 

TGC 

GTG 

CCC 

TGT 

GTC 

CGG 

AAG 

GAT 

AAT 

GTC 

AGT 

AGA 

1 

GC 

TGG 

GTT 

CAT 

ATC 

ACC 

CCC 

ACA 

CTA 

TCA 

GCC 

CCG 

AGC 

C 

TC 

GGA 

GCG 

GTC 

ACG 

GCT 

CCT 

CTT 

CGG 

AGG 

GCC 

GTT 

GAT 

1 

AC 

TTG 

GCG 

GGA 

GGG 

GCC 

GCC 

CTG 

TGC 

TCC 

GCG 

TTA 

TAC 

G 

TC 

GGA 

GAC 

GTG 

TGC 

GGG 

GCA 

TTG 

TTT 

TTG 

GTA 

GGC 

CAA 

2 

TG 

TTC 

ACC 

TAT 

AGG 

CCT 

CGC 

CAG 

CAT 

GCT 

ACG 

GTA 

CAG 

G 

AC 

TGC 

AAC 

TGC 

TCC 

ATT 

TAC 

AGT 

GGC 

CAT 

ATC 

ACT 

GGC 

G 

AC 

CGG 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

ATG 

AAT 

TGG 

TCA 

CCC 

d 

\CG 

ACA 

GCC 

TTG 

GTG 

ATG 

GCC 

CAA 

ATG 

CTA 

CGG 

ATT 

CCC 

a 

:ag 

GTG 

GTC 

ATT 

GAC 

ATC 

ATT 

GCC 

GGG 

GGC 

CAC 

TGG 

GGG 

r 

ITC 

TTG 

TTC 

GCC 

GCT 

GCA 

TAC 

TTC 

GCG 

TCG 

GCG 

GCT 

AAC 

r 

?GG 

GCT 

AAG 

GTT 

GTG 

CTG 

GTC 

TTG 

TTT 

CTG 

TTT 

GCG 

GGG 

f 

j TT 

GAT 

GCC 




(2) 

INFORMATION FOR SEQ ID 

/NO : 4 9 : 






20 


25 


(i) 


(vi) 


(xi] 


SEQUENCE Cl 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDI 

(D) TOPOLOC 


^CTERISTICS : 

576 base pairs 
lucleic acid 
DNESS : single 

linear 


ORIGINAL SOURCE : 

(A) ORGANISM : homosapiens 

(C) INDIVIDUAL ISOLATE: SA7 


SEQUENCE 


ASCRIPTION : SEQ ID NO: 49: 


30 


35 


GTC 

CCC 

TAC 

CGA 

AAT 

GCC 

T 

'<tC 

GGG 

GTT 

TAT 

CAT 

GTC 

ACC 

AAT 

GAT 

TGC 

CCG 

AAC 

TCT 

T 

‘<bc 

ATA 

GTC 

TAT 

GAG 

GCT 

GAC 

AAC 

CTG 

ATC 

CTG 

CAC 

GCA 

C 

ICT 

GGT 

TGC 

GTG 

CCC 

TGT 

GTC 

AGA 

CAA 

AAT 

AAT 

GTC 

AGT 

A 

Jgg 

TGC 

TGG 

GTC 

CAA 

ATC 

ACC 

CCC 

ACA 

TTG 

TCA 

GCC 

CCG 

A 

kc 

CTC 

GGA 

GCG 

GTC 

ACG 

GCT 

CCT 

CTT 

CGG 

AGG 

GCC 

GTT 

G 

Jac 

TAC 

CTA 

GCG 

GGA 

GGG 

GCT 

GCC 

CTC 

TGC 

TCC 

GCG 

CTA 

1 

AC 

GTC 

GGG 

GAC 

GCG 

TGC 

GGG 

GCA 

GTG 

TTT 

TTG 

GTA 

GGC 

C 

AG 

ATG 

TTC 

AGC 

TAT 

AGG 

CCT 

CGC 

CAG 

CAC 

ACT 

ACG 

GTG 

( 

AG 

GAC 

TGC 

AAC 

TGT 

TCC 

ATT 

TAC 

AGT 

GGC 

CAT 

ATC 

ACC 

( 

GC 

CAC 

CGA 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

ATG 

AAT 

TGG 

TCA 

C 

'CT 

ACG 

ACA 

GCC 

TTG 

GTG 

ATG 

GCC 

CAG 

TTG 

CTA 

CGG 

ATT 


ICC 

CAG 

GTG 

GTC 

ATC 

GAC 

ATC 

ATT 

GCC 

GGG 

GGC 

CAC 

TGG 

G 

GG 

GTC 

TTG 

TTC 

GCC 

GCC 

GCA 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 


372577 1 



1 


10 


15 


20 


- 110 


TAT TTC GCG TCA GCG GCT AAC TGG 
GTC TTG TTT CTG TTT GCG GGG GTC 

(2) INFORMATION FOR SEQ ID NO : 5 


GCT AAG GTT GTG CTG 
GAT GCC 

0 = 


(i) 


SEQUENCE CHARACTE 

(A) LENGTH: 576 

(B) TYPE: nucle 

(C) STRANDEDNESSj 

(D) TOPOLOGY: l| 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: 
(C) . INDIVIDUAL 


RISTICS : 
base pairs 
[Lc acid 
single 
linear 


ifomosapiens 
SOLATE: SA13 



(xi) 

SEQUENCE 

DESCRIP r 

tlON 

: SEQ ID 

NO: ! 

50 : 

GTT 

CCC 

TAC 

CGA 

AAT 

GCC 

TCT 

GGG 

GTT 

TAT 

CAT 

GTC 

ACC 

AAT 

GAT 

TGC 

CCA 

AAC 

TCT 

TCC 

AT d 

GTC 

TAC 

GAG 

GCT 

GAT 

GAC 

CTG 

ATC 

TTA 

CAC 

GCA 

CCT 

GGT 3 

TGC 

GTG 

CCC 

TGT 

GTT 

AGG 

CAG 

GGT 

AAT 

GTC 

AGT 

AGG 

TGG 

TGG 

GTC 

CAG 

ATC 

ACC 

CCC 

ACA 

CTG 

TCA 

GCC 

CCG 

AGC 

CTCT 

GGA 

GCG 

GTC 

ACG 

GCT 

CCT 

CTT 

CGG 

AGG 

GCC 

GTT 

GAC 

TAC 

TTA 

GCG 

GGG 

GGG 

GCT 

GCC 

CTT 

TGC 

TCC 

GCG 

TTA 

TAC 

GTC 

GGA 

GAC 

GCG 

TGC 

GGG 

GCA 

GTG 

TTT 

TTG 

GTA 

GGT 

CAA 

ATG 

TTC 

ACC 

TAT 

AGC 

CCT 

CGC 

CGG 

CAT 

AAT 

GTT 

GTG 

CAG 

GA|C 

TGC 

AAC 

TGT 

TCC 

ATT 

TAC 

AGT 

GGC 

CAC 

ATC 

ACC 

GGC 

CMC 

CGG 

ATG 

GCA 

TGG 

GAC 

ATG 

ATG 

ATG 

AAT 

TGG 

TCA 

CCT 

AGA 

ACA 

GCT 

TTG 

GTG 

ATG 

GCC 

CAG 

TTG 

TTA 

CGG 

ATT 

CCC 

CAG 

GTG 

GTC 

ATT 

GAC 

ATC 

ATT 

GCC 

GGG 

GCC 

CAC 

TGG 

GGG 

GTC 

TTG 

TTC 

GCC 

GCC 

GCA 

TAC 

TAC 

GCG 

TCG 

GCG 

GCT 

AAC 

TGG 

GCC 

AAG 

GTT 

GTG 

CTG 

GTC 

CTG 

TTT 

CTG 

TTT 

GCG 

GGG 

GTC 

GAT 

GCC 




(2) 

INFORMATION FOR SEQ ID 

NO: 51 : 






25 


(i) 


SEQUENCE Cl 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDEI 

(D) TOPOLOGY 


^CTERISTICS : 

576 base pairs 
lcleic acid 
TESS : single 

linear 


30 


35 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: HK2 



(xi) 

SEQUENCE 

DES 

CRIPTION: 

SEQ ID 

NO:! 

51 : 

CTT 

ACC 

TAC 

GGC 

AAC 

TCC 

AGT 

GGG 

CTA 

TAC 

CAT 

CTC 

ACA 

AAT 

GAT 

TGC 

CCC 

AAC 

TCC 

AGC 

ATC 

GTG 

CTG 

GAG 

GCG 

GAT 

GCT 

ATG 

ATC 

TTG 

CAT 

TTG 

CCT 

GGA 

TGC 

TTG 

CCT 

TGT 

GTG 

AGG 

GTC 

GAT 

GAT 

CGG 

TCC 

ACC 

TGT 

TGG 

CAT 

GCT 

GTG 

ACC 

372577 

l 













546 

576 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

576 


39 

78 

117 

156 



Ill 


10 


15 


20 


25 


30 


35 


ccc 

ACC 

CTG 

GCC 

ATA 

CCA 

AAT 

GCT 

Td 

:c 

ACG 

ccc 

GCA 

ACG 

195 

GGA 

TTC 

CGC 

AGG 

CAT 

GTG 

GAT 

CTT 

ci 

’T 

GCG 

GGC 

GCC 

GCA 

234 

GTG 

GTT 

TGC 

TCA 

TCC 

CTG 

TAC 

ATC 

GG 

G 

GAC 

CTG 

TGT 

GGC 

273 

TCT 

CTC 

TTT 

TTG 

GCG 

GGA 

CAA 

CTA 

T1 

C 

ACC 

TTT 

CAG 

CCC 

312 

CGC 

CGT 

CAT 

TGG 

ACT 

GTG 

CAA 

GAC 

TG 

C 

AAC 

TGC 

TCC 

ATC 

351 

TAT 

ACA 

GGC 

CAC 

GTC 

ACC 

GGC 

CAC 

AG 

\G 

ATG 

GCT 

TGG 

GAC 

390 

ATG 

ATG 

ATG 

AAC 

TGG 

TCA 

CCC 

ACA 

ACjC 

ACT 

CTG 

GTC 

CTA 

429 

TCT 

AGC 

ATC 

TTG 

AGG 

GTA 

CCT 

GAG 

AT [T 

TGT 

GCG 

AGT 

GTG 

468 

ATA 

TTT 

GGT 

GGC 

CAT 

TGG 

GGG 

ATA 

CT^. 

CTA 

GCC 

GTT 

GCC 

507 

TAC 

TTT 

GGC 

ATG 

GCT 

GGC 

AAC 

TGG 

CTA 

AAA 

GTT 

CTG 

GCT 

546 

GTT 

CTG 

TTC 

CTA 

TTT 

GCA 

GGG 

GTT 

GA 

A 

GCA 




576 

(2) 

INFORMATION FOR SEQ ID 

NO: 52 :j 








(i) 


SEQUENCE CHARACTER I 


STICS : 


(A) LENGTH: 192 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS:/ unknown 

(D) TOPOLOGY: unknown 


(vi) 


(xi) 




ORIGINAL SOURCE 
(A) ORGANISM: hbmosapiens 

(C) INDIVIDUAL ifeOLATE: DK7 

SEQUENCE DESCRIPTION: SEQ ID NO: 52: 


Tyr 

Cys 

His 

Arg 

Lys 

Gly 

Gly 

Arg 

His 

Ser 

Gin 

Ala 

372577 1 


Gin Val Arg Asn Ser Thr Gly Leu Tyr His Val Thr Asn 


5 / 10 

Pro Asn Ser Ser lie Val Tyr Glu Ala Ala Asp Ala lie 
20 / 25 

Thr Pro Gly Cys Val Pro Cys Val Arg Glu Gly Asn Val 
35 / 40 

Cys Trp Val Ala Met Thr Pro Thr Val Ala Thr Arg Asp 
50 / 55 

Leu Pro Thr Ala Gin Leu Arg Arg His lie Asp Leu Leu 
65 / 70 

Ser Ala Thr Leu Cys Ser A'la Leu Tyr Val Gly Asp Leu 
80 / 85 

Ser Val Phe Leu Val Gly Gin Leu Phe Thr Phe Ser Pro 
95 / 100 

His Trp Thr Thr Gin Gly Cys Asn Cys Ser lie Tyr Pro 
110 / 115 

lie Thr Gly His Arg Met / Ala Trp Asp Met Met Met Asn 
125 / 130 

Pro Thr Thr Ala Leu Val/ Val Ala Gin Leu Leu Arg lie 
140 / 145 

Ala lie Leu Asp Met lief Ala Gly Ala His Trp Gly Val 
155 / 160 

Gly lie Ala Tyr Phe Ser Met Val Gly Asn Trp Ala Lys 
170 I 175 


Asp 

15 

Leu 

30 

Ser 

45 

Gly 

60 

Val 

75 

Cys 

90 

Arg 

105 

Gly 

120 

Trp 

135 

Pro 

150 

Leu 

165 

Val 

180 



112 


Leu Val Val Leu Leu Leu Phe Ala Gly Val Asp Ala 

185 190 


10 


(2) INFORMATION FOR SEQ ID NO: 53 

{ i ) SEQUENCE CHARACTER]} 

(A) LENGTH: 192 

(B) TYPE: amino 

(C) STRANDEDNESS 

(D) TOPOLOGY: unli 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: hoifi 

(C) INDIVIDUAL IS(p: 

SEQUENCE DESCRIPTI 


STICS: 
mino acids 
cid 

unknown 

nown 


osapiens 
LATE : DK9 

N: SEQ ID NO: 53 


15 


20 


25 


30 


35 


Tyr 

Gin 

Val 

Arg 

Asn 

Ser 

Ser 

Gly 

lieu 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 





7 

10 





15 

Cys 

Pro 

Asn 

Ser 

Ser 

lie 

Val 

Tyr 

<Elu 

Ala 

Ala 

Asp 

Ala 

lie 

Leu 





20 





1 

25 





30 

His 

Ser 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Val 

Arg 

Glu 

Gly 

Asn 

Ala 

Ser 





35 






40 





45 

Lys 

Cys 

Trp 

Val 

Ala 

Val 

Ala 

Pro 

Thr 

Val 

Ala 

Thr 

Arg 

Asp 

Gly 





50 






55 





60 

Lys 

Leu 

Pro 

Ala 

Thr 

Gin 

Leu 

ArgJ 

' Arg 

His 

He 

Asp 

Leu 

Leu 

Val 





65 






70 





75 

Gly 

Ser 

Ala 

Thr 

Leu 

Cys 

Ser 

Ala/ 

Leu 

Tyr 

Val 

Gly 

Asp 

Leu 

Cys 





80 






85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

Val 

Gly 

Girl 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 






100 





105 

Arg 

His 

Trp 

Thr 

Thr 

Gin 

Asp 

Cy $ 

Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 






115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Met 

Aik 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 




1 


130 





135 

Ser 

Pro 

Thr 

Ala 

Ala 

Leu 

Val 

Mi 

3ft 

Ala 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 




1 


145 




150 

Gin 

Ala 

lie 

Leu 

Asp 

Met 

lie 

a: 

]| a 

Gly 

Ala 

His 

Trp 

Gly 

val 

Leu 





155 






160 





165 

Ala 

Gly 

lie 

Ala 

Tyr 

Phe 

Ser 

M< 

ft 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

Val 

Val 

Val 

Leu 

Leu 

Leu 

Phe 

T| 

fir 

Gly 

Val 

Asp 

Ala 





(2) INFORMATION FOR SEQ ID N{D:54: 

(i) 

(A) LENGTH: 


SEQUENCE CHARAjC' 

(A) LENGTH: 

(B) TYPE 

(C) STRANDEDNE 


TERISTICS : 

[192 amino acids 
no acid 
SS : unknown 


372577 1 



10 


15 


20 


25 


30 


35 


(vi) 


(xi) 


- 11 


(D) TOPOLOGY: 

ORIGINAL SOURCE: 
(A) ORGANISM: 
(C) INDIVIDUAL 


unknown 


SEQUENCE DESCRIP 


thomosapiens 
DESOLATE: DR1 


ITION: SEQ ID NO : 54 : 


His 

Gin 

Val 

Arg 

Asn 

5 

Ser 

Thr 

Gly 

Leu 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Pro 

Asn 

Ser 

Ser 

20 

He 

Val 

Tyr 

Glu 

Ala 

25 

Ala 

Asp 

Ala 

lie 

Leu 

30 

His 

Ala 

Pro 

Gly 

Cys 

35 

Val 

Pro 

Cys 

| 

Val 

Arg 

40 

Glu 

Gly Asn 

Ala 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Val 

Thr 

Pro 

Thr 

Val 

55 

Ala 

Thr 

Arg 

Asp 

Gly 

60 

Lys 

Leu 

Pro 

Thr 

Thr 

65 

Gin 

Leu 

Arc 

Arg 

His 

70 

lie 

Asp 

Leu 

Leu 

Val 

75 

Gly 

Ser 

Ala 

Thr 

Leu 

80 

Cys 

Ser 

Ala 

Leu 

Tyr 

85 

Val 

Gly Asp 

Leu 

Cys 

90 

Gly 

Ser 

Val 

Phe 

Leu 

95 

Val 

Gly 

Gin 

Leu 

Phe 

100 

Thr 

Phe 

Ser 

Pro 

Arg 

105 

Arg 

His 

Trp 

Thr 

Thr 

110 

Gin 

Asp 

cJs 

Asn 

Cys 

115 

Ser 

lie 

Tyr 

Pro 

Gly 

120 

His 

lie 

Thr 

Gly 

His 

125 

Arg 

Met 

Ala 

Trp 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 

Ser 

Pro 

Thr 

Thr 

Ala 

140 

Leu 

Val 

Met 

Ala 

Gin 

145 

Leu 

Leu 

Arg 

lie 

Pro 

150 

Gin 

Ala 

lie 

Leu 

Asp 

155 

Met 

lie 

Ala 

Gly 

Ala 

160 

His 

Trp 

Gly 

Val 

Leu 

165 

Ala 

Val 

Gly 

Val 

lie 

Val 

Ala 

Leu 

Tyr 

170 

Leu 

185 

Phe 

Leu 

Ser 

Phe 

Met 

Ala 

Val 

Gly 

Gly 

175 

Val 

190 

Asn 

Asp 

Trp 

Ala 

Ala 

Lys 

Val 

180 


( 2 ) 


INFORMATION FOR SEQ ID /NO: 55: 
(i) 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH:/ 192 amino acids 

(B) TYPE: /amino acid 

(C) STRANDHDNESS : unknown 

(D) TOPOLOGY: unknown 

ORIGINAL SOtjRCE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DR 4 

SEQUENCE DESCRIPTION: SEQ ID NO: 55 


His Gin Val Arg Asn Ser Thr Gly Leu Tyr His Val Thr Asn Asp 

5 / 10 15 


372577 1 



114 


Cys Pro 
His Thr 


lie Val Tyr 
Val Pro Cys 


Val Thr Pro 


Gin Leu Arg 
Cys Ser Ala 
Val Gly Gin 
Gin Asp Cys 
Arg Met Ala 


Leu Val Val 


Met lie Ala 


Phe Ser Met 


Leu Phe Ala 


INFORMATION FOR SEQ ID NO : 5 5 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

(B) TYPE: amine acid 

(C) STRANDEDNESS : unknown 

(D) TOPOLOGY: unknown 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ! : SOLATE : S14 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:56: 


Gin Val Arg Asn Ser Thr Glyl Leu Tyr His Val Thr 

5 10 

Pro Asn Ser Ser lie Val Tyr Glu Thr Ala Asp Ala 

20 25 

Ala Pro Gly Cys Val Pro Cy£ Val Arg Glu Gly Asn 

35 40 

Cys Trp Val Ala Met Thr Pro Thr Val Ala Thr Arg 

50 55 

Leu Pro Ala Thr Gin Leu Arg Arg Tyr lie Asp Leu 

65 70 

Ser Ala Thr Leu Cys Ser A1 a Leu Tyr Val Gly Asp 

80 85 


372577 1 



( 








- 

115 








Gly 

Ser 

Val 

Phe 

Leu 

Val 

Gly 

Gin 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 



| 


100 





105 

Arg 

Leu 

Trp 

Thr 

Thr 

Gin 

Asp 

Cys j 

^sn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 





115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Met 

Ala ' 

’rp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 





130 





135 

Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

Val 

Val ; 

da 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 





145 





150 

Gin 

Ala 

lie 

Leu 

Asp 

Met 

lie 

Ala ( 

Jly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 





160 





165 

Ala 

Gly 

lie 

Ala 

Tyr 

Phe 

Ser 

Met i 

/al 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 




! 

175 





180 

Leu 

Val 

Val 

Leu 

Leu 

Leu 

Phe 

Ala ! 

siy 

Val 

Asp 

Ala 








185 



1 


190 







10 


15 


20 


25 


30 


( 2 ) 


INFORMATION FOR SEQ ID NO:?7: 

(i) 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 f2 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: /unknown 

ORIGINAL SOURCE/: 

(A) ORGANISM: / homosapiens 
(C) INDIVIDUAL ISOLATE: S18 

SEQUENCE DESCRIPTION: SEQ ID NO: 57 


35 


Tyr 

Gin 

Val 

Arg 

Asn 

5 

Ser 

Thr GfLy 

Leu 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Pro 

Asn 

Ser 

Ser 

20 

He 

Val Tyr 

Glu 

Thr 

25 

Ala 

Asp 

Thr 

lie 

Leu 

30 

His 

Ser 

Pro 

Gly 

Cys 

35 

Val 

Pro (Cys 

Val 

Arg 

40 

Glu 

Gly 

Asn 

Ala 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Pro 

50 

Val 

Ala Pro 

Thr 

Val 

55 

Ala 

Thr 

Arg 

Asp 

Gly 

60 

Lys 

Leu 

Pro 

Ala 

Thr 

65 

Gin 

Leu /Arg 

Arg 

His 

70 

lie 

Asp 

Leu 

Leu 

Val 

75 

Gly 

Ser 

Ala 

Thr 

Leu 

80 

Cys 

Ser Ala 

Leu 

Tyr 

85 

Val 

Gly 

Asp 

Leu 

Cys 

90 

Gly 

Ser 

Val 

Phe 

Leu 

95 

Val 

Ser Gin 

Leu 

Phe 

100 

Thr 

lie 

Ser 

Pro 

Arg 

105 

Arg 

His 

Trp 

Thr 

Thr 

110 

Gin 

Asj 

J Cys 

Asn 

Cys 

115 

Ser 

lie 

Tyr 

Pro 

Gly 

120 

His 

lie 

Thr 

Gly 

His 

125 

Arg 

Met 

I 

I Ala 

Trp 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 

Ser 

Pro 

Thr 

Thr 

Ala 

140 

Leu 

VaJ 

1 

L lie 

Ala 

Gin 

145 

Leu 

Leu 

Arg 

Val 

Pro 

150 

Gin 

Ala 

Val 

Leu 

Asp 

155 

Met 

ill 

; Ala 

Gly 

Ala 

160 

His 

Trp 

Gly 

Val 

Leu 

165 


372577 1 



116 


o 

Ala 

Gly 

lie 

Ala 

Tyr 

Phe 

Ser 

Met 

Ala 

Gly 

Asn 

Trp Ala 

Lys Val 






170 





175 



180 


Leu 

Leu 

Val 

Leu 

Leu 

Leu 

Phe 

Ala 

GlyJ 

'Val 

Asp 

Ala 







185 




/ 

190 





10 


(2) INFORMATION FOR SEQ ID NO: 58 
(i) 


(vi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 Jamino acids 

(B) TYPE: amino /acid 

(C) STRANDEDNESS/ unknown 

(D) TOPOLOGY: u/hknown 

ORIGINAL SOURCE: 

(A) ORGANISM: ihomosapiens 

(C) INDIVIDUAL /ISOLATE : SW1 




(xi) 

SEQUENCE 

DESCRIPTION 

: SEQ ID 

NO: 58 : 




Tyr 

Gin 

Val 

Arg 

Asn 

Ser 

Ser 

Gly 

Leu 

Tyr 

His 

val 

Thr 

Asn 

Asp 






5 




/ 


10 





15 

15 

Cys 

Pro 

Asn 

Ser 

Ser 

lie 

Val 

Tyr 

Glu 

Thr 

Ala 

Asp 

Ala 

lie 

Leu 





20 




/ 


25 




30 


His 

Ser 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Val 

Arg 

Glu 

Asp 

Gly 

Ala 

Pro 






35 




1 


40 





45 


Lys 

Cys 

Trp 

Val 

Ala 

Val 

Ala 

Pro 

Thr 

Val 

Ala 

Thr 

Arg 

Asp 

Gly 






50 




/ 


55 





60 


Lys 

Leu 

Pro 

Ala 

Thr 

Gin 

Leu 

/ Arg 

Arg 

His 

lie 

Asp 

Leu 

Leu 

Val 






65 




I 


70 





75 

20 

Gly 

Ser 

Ala 

Thr 

Leu 

Cys 

Ser/ 

Ala 

Leu 

Tyr 

Val 

Gly 

Asp 

Leu 

Cys 





80 






85 





90 


Gly 

Ser 

Val 

Phe 

Leu 

Val 

Ser 

Gin 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 






95 






100 





105 


Arg 

His 

Trp 

Thr 

Thr 

Gin 

Asp 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 






110 






115 





120 


His 

lie 

Thr 

Gly 

His 

Arg 

Mefc 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 

25 





125 






130 





135 

Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

Val 

Val 

Ala 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 






140 






145 




150 


Gin 

Ala 

Val 

Leu 

Asp 

Met 

lie 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 






155 



1 



160 





165 


Ala 

Gly 

lie 

Ala 

Tyr 

Phe 

c 

k. 


Met 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 






170 



1 



175 





180 


Leu 

lie 

Val 

Leu 

Leu 

Leu 

I 

jhe 

Ser 

Gly 

Val 

Asp 

Ala 




30 





185 


J 




190 







35 


(2) INFORMATION FOR SEQ 

( i ) SEQUENCE 

(A) LENGi 

(B) TYPE 


ID NO: 59: 

Characteristics : 

jTH : 192 amino acids 

amino acid 


372577 1 



10 


15 


20 


(C) 

(D) 


117 - 


STRANDElpNESS : unknown 

TOPOLOGY : unknown 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: US11 

SEQUENCE DESCRIPTION: SEQ ID NO: 59: 


Tyr 

Gin 

Val 

Arg 

Asn 

5 

Ser 

Thr 

Gly 

Leu 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Pro 

Asn 

Ser 

Ser 

20 

lie 

Val 

Tyr 

Glu 

Ala 

25 

Ala 

Asp 

Ala 

lie 

Leu 

30 

His 

Thr 

Pro 

Gly 

Cys 

35 

Val 

Pro 

Cys 

Val 

Arg 

40 

Glu 

Gly 

Asn 

Ala 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Met 

Thr, 

Pro 

Thr 

Val 

55 

Ala 

Thr 

Arg 

Asp 

Gly 

60 

Lys 

Leu 

Pro 

Thr 

Thr 

65 

Gin 

Leul 

Arg 

Arg 

His 

70 

lie 

Asp 

Leu 

Leu 

Val 

75 

Gly 

Ser 

Ala 

Thr 

Leu 

80 

Cys 

Ser I 

Ala 

Leu 

Tyr 

85 

Val 

Gly Asp 

Leu 

Cys 

90 

Gly 

Ser 

Val 

Phe 

Leu 

95 

Val 

Gly 

Gin 

Leu 

Phe 

100 

Thr 

Phe 

Ser 

Pro 

Arg 

105 

Arg 

His 

Trp 

Thr 

Thr 

110 

Gin 

Gly 

Cys 

Asn 

Cys 

115 

Ser 

lie 

Tyr 

Pro 

Gly 

120 

His 

He 

Thr 

Gly 

His 

125 

Arg 

Met 

Ala 

Trp 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 

Ser 

Pro 

Thr 

Ala 

Ala 

140 

Leu 

Val 

Val 

Ala 

Gin 

145 

Leu 

Leu 

Arg 

lie 

Pro 

150 

Gin 

Ala 

lie 

Leu 

Asp 

155 

Met 

lie 

Ala 

Gly 

Ala 

160 

His 

Trp 

Gly 

Val 

Leu 

165 

Ala 

Leu 

Gly 

Val 

lie 

Val 

Ala 

Leu 

Tyr 

170 

Leu 

185 

Phe 

Leu 

Ser 

Elhe 

Met 

Ala 

Val 

Gly 

Gly 

175 

Val 

190 

Asn 

Asp 

Trp 

Ala 

Ala 

Lys 

Val 

180 


25 


30 


35 


(2) INFORMATION FOR SEQ/ ID NO:60: 
(i) 


(vi) 


(xi) 


SEQUENCE /CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 

ORIGINAL/ SOURCE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: D1 

SEQUENCE DESCRIPTION: SEQ ID NO: 60 


372577 1 



118 


10 


15 


Tyr 

Glu 

Val 

Arg 

Asn 

5 

Val 

Ser 

Gly 

Val ! 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Ser 

Asn 

Ser 

Ser 

20 

lie 

Val 

Tyr 

Gli 

JL 

Thr 

25 

Ala 

Asp 

Met 

lie 

Met 

30 

His 

Thr 

Pro 

Gly 

Cys 

35 

Val 

Pro 

Cys 

Va: 

- 

Arg 

40 

Glu 

Asp 

Asn 

Ser 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Leu 

Thr 

Pro 

Th] 

r 

Leu 

55 

Ala 

Ala 

Arg 

Asn 

Gly 

60 

Asn 

Val 

Pro 

Thr 

Thr 

65 

Ala 

lie 

Arg 

Arc 

j 

His 

70 

Val 

Asp 

Leu 

Leu 

Val 

75 

Gly Ala 

Ala 

Ala 

Phe 

80 

Cys 

Ser 

Ala 

Me 

- 

Tyr 

85 

Val 

Gly 

Asp 

Leu 

Cys 

90 

Gly 

Ser 

Val 

Phe 

Leu 

95 

lie 

Ser 

Gin 

Leu 

Phe 

100 

Thr 

Leu 

Ser 

Pro 

Arg 

105 

Arg 

His 

Glu 

Thr 

Val 

110 

Gin 

Glu 

Cys 

Asn 

1 

Cys 

115 

Ser 

lie 

Tyr 

Pro 

Gly 

120 

His 

Val 

Thr 

Gly 

His 

125 

Arg 

Met 

Ala 

Trp 

/ 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 

Ser 

Pro 

Thr 

Thr 

Ala 
14 0 

Leu 

Val 

Val 

£jer 

Gin 

145 

Leu 

Leu 

Arg 

lie 

Pro 

150 

Gin 

Ala 

Val 

Met 

Asp 

155 

Met 

Val 

Ala 

Gly 

Ala 

160 

His 

Trp 

Gly Val 

Leu 

165 

Ala 

Leu 

Gly 

He 

Leu 

Val 

Ala 

Met 

Tyr 

170 

Leu 

185 

Tyr 

Leu 

Ser 

Phe 

Met 

Ala 

/Val 

[Gly 

Gly 

175 

Val 

190 

Asn 

Asp 

Trp 

Gly 

Ala 

Lys 

Val 

180 


(2) INFORMATION FOR SEQ ID NOJ61: 


20 


(i; 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: l/92 amino acids 

(B) TYPE: ami/no acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY :/ unknown 


25 


(vi) 


ORIGINAL SOURCE 
(A) ORGANISM:/ homosapiens 
(C) INDIVIDUAL ISOLATE: D3 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 61: 


30 


35 


Tyr 

Glu 

Val 

Arg 

Asn 

5 

Val 

Ser 

piy 

Val 

Tyr 

10 

Gin 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Ser 

Asn 

Ser 

Ser 

20 

lie 

Val 

1 

Tyr 

Glu 

Thr 

25 

Ala 

Asp 

Met 

lie 

Met 

30 

His 

Thr 

Pro 

Gly 

Cys 

35 

Val 

Pro 

[Cys 

Val 

Arg 

40 

Glu 

Asp 

Asn 

Ser 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Leu 

Thr 

Pro 

Thr 

Leu 

55 

Ala 

Ala 

Arg 

Asn 

Ser 

60 

Ser 

Val 

Pro 

Thr 

Thr 

65 

Thr 

lie 

Arg 

Arg 

His 

70 

Val 

Asp 

Leu 

Leu 

Val 

75 


372577 1 



119 


Gly Ala Ala 
Gly Ser Val 
Arg His Glu 


His Val Thr 


Ser Pro Thr 


Gin Ala Val 


Ala Gly Leu 


Leu lie Val 


Gly Asp Leu 
Phe Ser Pro 


lie Tyr Pro 


Met Met Asn 


Leu Arg lie 
Trp Gly Val 
Trp Ala Lys 


INFORMATION FOR SEQ ID NO: 62: 

I 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: I 192 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


ORIGINAL SOURCE: 

(A) ORGANIS&: homosapiens 

(C) INDIVIDUAL ISOLATE: DK1 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO:62: 

Glu Val Arg Asn Val Ser Gly Val Tyr His Val Thr 
5 / 10 

Ser Asn Ser Ser lie Va'l Tyr Glu Ala Val Asp Val 
20 / 25 

Thr Pro Gly Cys Val Pro Cys Val Arg Glu Asn Asn 
35 | 40 

Cys Trp Val Ala Leu Thr Pro Thr Leu Ala Ala Arg 
50 / 55 

lie Pro Thr Thr Thr Ble Arg Arg His Val Asp Leu 
65 I 70 

Ala Ala Ala Phe Cys Ser Ala Met Tyr Val Gly Asp 
80 j 85 

Ser Val Phe Leu Val Ser Gin Leu Phe Thr Phe Ser 
95 / 100 

His Glu Thr Ala Gin /Asp Cys Asn Cys Ser lie Tyr 
110 I 115 

Val Ser Gly His Arg (Met Ala Trp Asp Met Met Met 
125 130 

Pro Thr Thr Ala Leu Val Leu Ser Gin Leu Leu Arg 
140 145 


372577 1 



120 


Gin 

Ala 

Val 

Val 

Asp 

Met 

Val 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 



1 


160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Me it 

Ala 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 



l 


175 





180 

Leu 

lie 

Val 

Leu 

Leu 

Leu 

Phe 

Ala 

i 

Gly 

Val 

Asp 

Gly 








185 




190 







10 


15 


20 


25 


30 


35 


(2) INFORMATION FOR SEQ ID NO: 63: 


(i) 


SEQUENCE CHARACTERISTICS 


(A) 

(B) 

(C) 

(D) 


LENGTH: 192 amino acids 


TYPE: 


amino acid 


STRANDEDNESS : unknown 

TOPOLOGY : ! unknown 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: 

(C) INDIVIDUAlj ISOLATE: HK3 


homosapiens 



(xi) 

SEQUENCE 

DESCR 

OPTION: 

1 

: SEQ ID 

NO: 63 : 



Tyr 

Glu 

Val 

Arg 

Asn 

Val 

Ser 

G 

1 

>iy 

lie 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 






10 





15 

Cys 

Ser 

Asn 

Ser 

Ser 

Val 

Val 

T 

. ( 

yr 

Glu 

Thr 

Ala 

Asp 

Met 

lie 

Met 





20 




1 


25 





30 

His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

C 

'\ra 

Val 

Arg 

Glu 

Asn 

Asn 

Ser 

Ser 





35 






40 





45 

Arg 

Cys 

Trp 

Val 

Ala 

Leu 

Thr 

F 

ro 

Thr 

Leu 

Ala 

Ala 

Arg 

Asn 

Val 





50 






55 





60 

Ser 

Val 

Pro 

Thr 

Thr 

Thr 

He 

3 

rg 

Arg 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 






70 





75 

Gly Ala 

Ala 

Ala 

Phe 

Cys 

Ser 

I 

da 

Met 

Tyr 

Val 

Gly 

Asp 

Leu 

Cys 





80 






85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

Val 

Ser 

G 

lln 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 



1 



100 





105 

Arg 

His 

Glu 

Thr 

Val 

Gin 

Asp 

(E 

:ys 

Asn 

Cys 

Ser 

Leu 

Tyr 

Pro 

Gly 





110 



| 



115 





120 

His 

Val 

Ser 

Gly 

His 

Arg 

Met 

T 

da 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 



| 



130 





135 

Ser 

Pro 

Thr 

Ala 

Ala 

Leu 

Val 

V 

r al 

Ser 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 






145 





150 

Gin 

Ala 

Val 

Val 

Asp 

Met 

Val 


da 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 






160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

M 

i 

let 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

Leu 

lie 

Val 

Met 

Leu 

Leu 

Phe 

k 

1 

da 

Gly 

Val 

Asp 

Gly 








185 






190 







(2) INFORMATION FOR SEQ ID NO : 64 : 

(i) SEQUENCE CHARACTERISTICS: 


372577 1 



121 


(vi) 


(A) LENGTH: 192 amdJho acids 

(B) TYPE: amino acdm. 

(C) STRANDEDNESS: lAnknown 

(D) TOPOLOGY: unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: homdsapiens 

(C) INDIVIDUAL ISOLATE : HK4 


10 


15 


20 


25 



(xi) 

SEQUENCE 

DESCRIPTION 

: SEQ ID 

NO: ( 

54 : 



His 

Glu 

Val 

His 

Asn 

Val 

Ser 

Gly 

I lie 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 




1 

10 





15 

Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Val 

Tyr 

Glu 

Ala 

Ala 

Asp 

Met 

lie 

Met 





20 




/ 

25 





30 

His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

\Jal 

Arg 

Glu 

Asn 

Asn 

Ser 

Ser 





35 




/ 

40 





45 

Arg 

Cys 

Trp 

Val 

Ala 

Leu 

Thr 

Pro 

Thr 

Leu 

Ala 

Ala 

Arg 

Asn 

Ala 





50 




I 

55 





60 

Ser 

He 

Pro 

Thr 

Thr 

Thr 

lie 

Arg 

krg 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 




I 

70 





75 

Gly Ala 

Ala 

Ala 

Phe 

Cys 

Ser 

Alaj 

f Met 

Tyr 

Val 

Gly Asp 

Leu 

Cys 





80 





85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

Val 

Ser 

GlrJ 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 



1 


100 





105 

Arg 

His 

Glu 

Thr 

Val 

Gin 

Asp 

Cyh 

Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 





115 





120 

His 

Val 

Ser 

Gly 

His 

Arg 

Met 

Alla 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 



/ 


130 





135 

Ser 

Pro 

Thr 

Ala 

Ala 

Leu 

Val 

vkl 

Ser 

Gin 

Leu 

Leu 

Arg 

Leu 

Pro 





140 



1 


145 





150 

Gin 

Ala 

Val 

Met 

Asp 

Met 

Val 

Ml a 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 



/ 


160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 



/ 


175 





180 

Leu 

lie 

Val 

Met 

Leu 

Leu 

Phe 

kla 

Gly 

Val 

Asp 

Gly 








18 5 



/ 


190 







30 


35 


( 2 ) 


INFORMATION FOR SEQ ID/ NO: 65: 

(i) 


(vi! 


(xi) 


372577 1 


SEQUENCE CHARACTERISTICS 

(A) LENGTH J 192 amino acids 

(B) TYPE: /amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOpY : unknown 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 


(C) 


INDIV 


SEQUENCE DESCRIPTION: SEQ ID NO: 65 


DUAL ISOLATE: 


HK5 





10 


15 


20 


25 


- 122 


Tyr 

Glu 

Val 

Arg 

Asn 

5 

Val 

Ser 

Gly 

Val 

| 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Ser 

Asn 

Leu 

Ser 

20 

lie 

Val 

Tyr 

Glu 

| 

Thr 

25 

Thr 

Asp 

Met 

lie 

Met 

30 

His 

Thr 

Pro 

Gly 

Cys 

35 

Val 

Pro 

Cys 

Val 

! 

Arg 

40 

Glu 

Asn 

Asn 

Ser 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Leu 

Ala 

Pro 

Thr 

i 

Leu 

55 

Ala 

Ala 

Arg 

Asn 

Ala 

60 

Ser 

Val 

Pro 

Thr 

Thr 

65 

Ala 

He 

Arg 

Arg 

I 

His 

70 

Val 

Asp 

Leu 

Leu 

Val 

75 

Gly Ala 

Ala 

Ala 

Phe 

80 

Cys 

Ser 

Ala 

Met 

Tyr 

85 

Val 

Gly 

Asp 

Leu 

Cys 

90 

Gly 

Ser 

Val 

Phe 

Leu 

95 

Val 

Ser 

Gin 

j 

/Leu 

Phe 

100 

Thr 

Phe 

Ser 

Pro 

Arg 

105 

Arg 

His 

Glu 

Thr 

Val 

110 

Gin 

Asp 

Cys 

Asn 

Cys 

115 

Ser 

lie 

Tyr 

Pro 

Gly 

120 

His 

Val 

Thr 

Gly 

His 

125 

Arg 

Met 

Alai 

/ 

l 

Trp 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 

Ser 

Pro 

Thr 

Thr 

Ala 

140 

Leu 

Val 

Val 

1 

Ser 

Gin 

145 

Leu 

Leu 

Arg 

lie 

Pro 

150 

Gin 

Ala 

Val 

Val 

Asp 

155 

Met 

Val 

Ala 

1 

Gly 

Ala 

160 

His 

Trp 

Gly 

Val 

Leu 

165 

Ala 

Leu 

(2) 

Gly Leu Ala Tyr Tyr Ser 
170 

lie Val Met Leu Leu Phe 
185 

INFORMATION FOR SEQ ID 

Met Val 
Ala Gly 

NO: 66 : 

Gly 

175 

Val 

190 

Asn 

Asp 

Trp 

Gly 

Ala 

Lys 

Val 

180 


(i) 


(vi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1 192 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY | unknown 

ORIGINAL SOURpE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: HK8 


30 


35 



(xi) 

SEQUENCE 

DES 

GRIPTION 

1 

: SEQ ID 

NO: i 

66 : 



Tyr 

Glu 

Val 

Arg 

Asn 

5 

Val 

Ser 

Gly 

lie 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Ser 

Asn 

Ser 

Ser 

20 

lie 

Val 

Tyr 

Glu 

Thr 

25 

Ala 

Asp 

Met 

lie 

Met 

30 

His 

Thr 

Pro 

Gly 

Cys 

35 

Met 

Pro 

1 Cys 

Val 

Arg 

40 

Glu 

Asn 

Asn 

Ser 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Leu 

Thr 

Pro 

Thr 

Leu 

55 

Ala 

Ala 

Arg 

Asn 

Val 

60 

Ser 

Val 

Pro 

Thr 

Thr 

65 

Thr 

lie 

Arg 

Arg 

His 

70 

Val 

Asp 

Leu 

Leu 

Val 

75 


372577 1 





123 


10 


15 


20 


25 


30 


35 


Gly 

Ala 

Ala 

Ala 

Phe 

Cys 

Ser 

Ala 

Met 

Tyr 

Val 

Gly Asp 

Leu 

Cys 





80 



T 


85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

Val 

Ser 

Gin 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 



I 


100 





105 

Arg 

His 

Glu 

Thr 

Val 

Gin 

Asp 

Cyd 

Asn 

Cys. 

Ser 

lie 

Tyr 

Pro 

Gly 





110 



] 


115 





120 

His 

Val 

Ser 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 





130 





135 

Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

Val 

Val 

Ser 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 





145 




150 

Gin 

Ala 

lie 

Val 

Asp 

Met 

Val 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 





160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 





175 





180 

Leu 

lie 

Val 

Met 

Leu 

Leu 

Phe 

Alai 

Gly 

Val 

Asp 

Gly 








185 




1 

190 







(2) 


INFORMATION FOR SEQ ID NOi67: 

I 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1£2 amino acids 


(B) 

(C) 

(D) 


TYPE: amino acid 


STRANDEDNEj 
TOPOLOGY : 


(vi) 


(xi) 


ORIGINAL SOURCE] 
(A) ORGANISM: 
(C) INDIVIDUAL 

SEQUENCE DESCRi 


JSS : unknown 

unknown 


homosapiens 
ISOLATE: IND5 

PTION: SEQ ID NO: 67: 


Tyr 

Glu 

Val 

Arg 

Asn 

5 

val 

Ser 

g: 

■y 

Val 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Ser 

Asn 

Ser 

Ser 

20 

He 

Val 

T} 

r T 

Glu 

Ala 

25 

Ala 

Asp 

Met 

lie 

Met 

30 

His 

Thr 

Pro 

Gly 

Cys 

35 

Val 

Pro 

Qs 

r S 

Val 

Arg 

40 

Glu 

Gly 

Asn 

Ser 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Leu 

Thr 

Pa 

'O 

Thr 

Leu 

55 

Ala 

Ala 

Arg 

Asn 

Ala 

60 

Ser 

Val 

Ser 

Thr 

Thr 

65 

Thr 

lie 

Aa 

■g 

His 

His 

70 

Val 

Asp 

Leu 

Leu 

Val 

75 

Gly 

Ala 

Ala 

Ala 

Phe 

80 

Cys 

Ser 

a: 

r a 

! 

Met 

Tyr 

85 

Val 

Gly 

Asp 

Leu 

Cys 

90 

Gly 

Ser 

Val 

Phe 

Leu 

95 

Val 

Ser 

g: 

_n 

Leu 

Phe 

100 

Thr 

Phe 

Ser 

Pro 

Arg 

105 

Arg 

His 

Glu 

Thr 

Val 

110 

Gin 

Asp 

c 5 

rs 

Asn 

Cys 

115 

Ser 

lie 

Tyr 

Pro 

Gly 

120 

His 

Val 

Ser 

Gly 

His 

125 

Arg 

Met 

a: 

r a 

Trp 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 

Ser 

Pro 

Thr 

Ala 

Ala 

140 

Leu 

Val 

Vc 

l1 

Ser 

Gin 

145 

Leu 

Leu 

Arg 

lie 

Pro 

150 


372577 1 



10 


15 


20 


25 


30 


n 








- 

124 

- 





Gin 

Ala 

Val 

Val 

Asp 

155 

Met 

Val 

Ala 

Gly 

Ala 

160 

His 

Trp 

Gly 

Ala 

Gly 

Leu 

Ala 

Tyr 

170 

Tyr 

Ser 

Met 

Val 

Gly 

175 

Asn 

Trp 

Ala 

Leu 

lie 

Val 

Met 

Leu 

185 

Leu 

Phe 

Ala 

Gly 

Val 

190 

Asp 

Gly 



( 2 ) 


165 

Val 

180 


INFORMATION FOR SEQ ID NO : 6(8 : 
(i) 


SEQUENCE CHARACTER 

(A) LENGTH: 192 

(B) TYPE: aminq 

(C) STRANDEDNES 

(D) TOPOLOGY: 


RISTICS : 
amino acids 
acid 

unknown 

nknown 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: IND8 

SEQUENCE DESCRIP/riON : SEQ ID NO: 68 


Tyr 

Glu 

Val 

Arg 

Asn 

Val 

Ser 

Gl 

M 

Val 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 






10 





15 

Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Val 

Tyrf 

Glu 

Ala 

Ala 

Asp 

Met 

lie 

Met 





20 






25 





30 

His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cy 

£5 

Val 

Arg 

Glu 

Gly 

Asn 

Phe 

Ser 





35 






40 





45 

Ser 

Cys 

Trp 

Val 

Ala 

Leu 

Thr 

Pr 

o 

Thr 

Leu 

Ala 

Ala 

Arg 

Asn 

Ala 





50 






55 





60 

Ser 

Val 

Pro 

Thr 

Thr . 

, Thr 

lie 

Ar 

3 

Arg 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 






70 





75 

Gly Ala 

Ala 

Ala 

Phe 

Cys 

Ser 

A1 

a 

Met 

Tyr 

Val 

Gly 

Asp 

Leu 

Cys 





80 






85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

Val 

Ser 

G] 

n 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 






100 





105 

Arg 

His 

Glu 

Thr 

Val 

Gin 

Asp 

C} 

s 

Asn 

Cys 

Ser 

He 

Tyr 

Pro 

Gly 





110 






115 





120 

His 

Val 

Ser 

Gly 

His 

Arg 

Met 

A] 

a 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Thr 

Ala 

Ala 

Leu 

Val 

Vc L 

1 

Ser 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 






145 





150 

Gin 

Ala 

Val 

Val 

Asp 

Met 

Val 

a:. 

a 

Gly 

Ala 

His 

Trp 

Gly 

lie 

Leu 





155 






160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Me; 

t 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

Leu 

lie 

Val 

Met 

Leu 

Leu 

Phe 

a:. 

a 

Gly 

Val 

Asp 

Gly 





185 


(2) INFORMATION FOR SEQ ID NO: 69 


190 


35 


372577 1 


t 

I 



10 


15 


20 


25 


30 


35 


(i) 


- 125 


SEQUENCE CHARACTERISTICS : 


(A) LENGTH: 192 

(B) TYPE: amino 

(C) STRANDEDNESS 

(D) TOPOLOGY: u: 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 


amino acids 
acid 

unknown 

'nknown 


(C) 


nomosapiens 


INDIVIDUAL ISOLATE: P10 



(xi) 

SEQUENCE 

DESCRIP , | 

piON 

: SEQ ID 

NO : 6 9 : 



Tyr 

Glu 

Val 

Arg 

Asn 

Val 

Ser 

Gly 

Val 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 





10 





15 

Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Val 

Tyr 

Glu 

Ala 

Ala 

Asp 

Met 

lie 

Met 





20 





25 





30 

His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Val 

Arg 

Glu 

Asn 

Asn 

Ser 

Ser 





35 





40 





45 

Arg 

Cys 

Trp 

Val 

Ala 

Leu 

Thr 

Pro 

Thr 

Leu 

Ala 

Ala 

Arg 

Asn 

Ser 





50 





55 





60 

Ser 

Val 

Pro 

Thr 

Thr 

Ala 

lie 

Arg 

Arg 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 





70 





75 

Gly Ala 

Ala 

Ala 

Phe 

Cys 

Ser 

Ala 

Met 

Tyr 

Val 

Gly Asp 

Leu 

Cys 





80 





85 





90 

Gly 

Ser 

Val 

Leu 

Leu 

Val 

Ser 

Gin 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 





100 





105 

Arg 

His 

Trp 

Thr 

Val 

Gin 

Asp 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 





115 





120 

His 

Val 

Ser 

Gly 

His 

>Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 





130 





135 

Ser 

Pro 

Thr 

Ala 

Ala 

Leu 

Val 

Val 

Ser 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 





145 





150 

Gin 

Ala 

lie 

Leu 

Asp 

Val 

Val 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 





160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 





175 





180 

Leu 

He 

Val 

Met 

Leu 

Leu 

Phe 

Ala 

Gly 

Val 

Asp 

Gly 








185 





190 







( 2 ) 


INFORMATION FOR SEQ ID NO 
(i) 


tO : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

(B) TYPE: amin 


(C) 

(D) 


d acid 
STRANDEDNES 3 : unknown 


TOPOLOGY : 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 
(C) INDIVIDUAL 


372577 1 


unknown 


pomosapiens 
ISOLATE: S9 


\ 



10 


15 


20 


25 


30 


126 


Tyr 

Glu 

Val 

Arg 

Asn 

Val 

Ser 

Gly 

Ala 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 





10 





15 

Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Val 

Tyr 

31u 

Ala 

Ala 

Asp 

Val 

lie 

Met 





20 





25 





30 

His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Val 

Gin 

Glu 

Gly 

Asn 

Ser 

Ser 





35 





40 





45 

Gin 

Cys 

Trp 

Val 

Ala 

Leu 

Thr 

Pro 

Thr 

Leu 

Ala 

Ala 

Arg 

Asn 

Ala 





50 





55 





60 

Thr 

Val 

Pro 

Thr 

Thr 

Thr 

lie 

Arg 

Arg 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 





70 





75 

Gly Ala 

Ala 

Val 

Phe 

Cys 

Ser 

Ala 

Met 

Tyr 

Val 

Gly 

Asp 

Leu 

Cys 





80 





85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

lie 

Ser 

Gin 

Leu 

Phe 

Thr 

lie 

Ser 

Pro 

Arg 





95 





100 





105 

Arg 

His 

Glu 

Thr 

Val 

Gin 

Asn 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 





115 





120 

His 

Val 

Thr 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 



1 


130 





135 

Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

Val 

Val 

Ser 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 





145 





150 

Gin 

Ala 

Val 

Met 

Asp 

Met 

Val 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 





160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 





175 





180 

Leu 

lie 

Val 

Met 

Leu 

Leu 

Phe 

Ala 

Gly 

Val 

Asp 

Gly 








185 





190 







(2) INFORMATION FOR SEQ ID NO: 


(i) 


171: 


SEQUENCE CHARACTERISTICS: 


(A) 

(B) 

(C) 

(D) 


LENGTH : 1 9 

TYPE : aminl 


12 amino acids 
!o acid 


STRANDEDNESS : unknown 


TOPOLOGY : 


(vi) 


ORIGINAL SOURCE :| 
(A) ORGANISM: 

(C) INDIVIDUAL 


unknown 


homosapiens 
ISOLATE: S45 



<xi) 

SEQUENCE 

DESCRIE 

H 

O 

3 

: SEQ ID 

NO: 

71 : 



Tyr 

Glu 

Val 

Arg 

Asn 

5 

Val 

Ser 

Gl> 

' Ala 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Ser 

Asn 

Ser 

Ser 

20 

lie 

Val 

Tyi 

Glu 

i 

Ala 

25 

Val 

Asp 

Val 

He 

Leu 

30 

His 

Thr 

Pro 

Gly 

Cys 

35 

Val 

Pro 

Cys 

i Val 

Arg 

40 

Glu 

Asn 

Asn 

Ser 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Leu 

Thr 

Pro Thr 

Leu 

55 

Ala 

Ala 

Arg 

Asn 

Ser 

60 


35 


372577 1 



13 


7 


O 



Ser 

Val 

Pro 

Thr 

Thr 

65 

Thr 

He 

Arg 

Arg 

His 

70 

Val 

Asp 

Leu 

Leu 

Val 

75 


Gly Ala 

Ala 

Ala 

Phe 

80 

Cys 

Ser 

Ala 

Met 

Tyr 

85 

Val 

Gly 

Asp 

Leu 

Cys 

90 


Gly 

Ser 

Val 

Phe 

Leu 

95 

Val 

Ser 

Gin 

Leu 

Phe 

100 

Thr 

Phe 

Ser 

Pro 

Arg 

105 

5 

Arg 

His 

Glu 

Thr 

Val 

110 

Gin 

Asp 

Cys 

Asn 

Cys 

115 

Ser 

lie 

Tyr 

Pro 

Gly 

120 


His 

Val 

Thr 

Gly 

His 

125 

Arg 

Met 

Ala] 

! Trp 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 


Ser 

Pro 

Thr 

Ala 

Ala 

140 

Leu 

Val 

Val 

Ser 

Gin 

145 

Leu 

Leu 

Arg 

lie 

Pro 

150 


Gin 

Ala 

Val 

Val 

Asp 

155 

Met 

Val 

Ala 

Gly 

Ala 

160 

His 

Trp 

Gly 

Val 

Leu 

165 

10 

15 

20 

Ala 

Leu 

(2) 

Gly Leu Ala Tyr Tyr Ser Met 
170 

lie Val Met Leu Leu Phe Ala 
185 

INFORMATION FOR SEQ ID NO: 

( i ) SEQUENCE CHARACT 

(A) LENGTH: 19 

(B) TYPE: amin 

(C) STRANDEDNES 

(D) TOPOLOGY: 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: 

(C) INDIVIDUAL 

(xi) SEQUENCE DESCRIP 

Val Gly Asn Trp Ala 
175 

Gly Val Asp Gly 
190 

72 : 

ERISTICS: 

2 amino acids 
o acid 
S : unknown 

unknown 

lomosapiens 
ESOLATE: SA10 

riON: SEQ ID NO: 72 : 

Lys 

Val 

180 


Tyr 

Glu 

Val 

Arg 

Asn 

5 

Val 

Ser 

Gly 

Met 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

25 

Cys 

Ser 

Asn 

Ser 

Ser 

20 

lie 

Val 

Tyr 

Glu 

Ala 

25 

Ala 

Asp 

Met 

lie 

Met 

30 

His 

Thr 

Pro 

Gly 

Cys 

35 

Val 

Pro 

Cys. 

Val 

Arg 

40 

Glu 

Asn 

Asn 

Ser 

Ser 

45 


Arg 

Cys 

Trp 

Val 

Ala 

50 

Leu 

Thr 

Pro 

Thr 

Leu 

55 

Ala 

Ala 

Arg 

Asn 

Ser 

60 


Ser 

Val 

Pro 

Thr 

Thr 

65 

Thr 

lie 

Arg 

Arg 

His 

70 

Val 

Asp 

Leu 

Leu 

Val 

75 

30 

Gly Ala 

Ala 

Ala 

Phe 

80 

Cys 

Ser 

Ala 

Met 

Tyr 

85 

Val 

Gly 

Asp 

Leu 

Cys 

90 

Gly 

Ser 

Val 

Phe 

Leu 

95 

Val 

Ser 

Glr 

Leu 

Phe 

100 

Thr 

Phe 

Ser 

Pro 

Arg 

105 


Arg 

Tyr 

Glu 

Thr 

Val 

110 

Gin 

Asp 

Cys 

Asn 

Cys 

115 

Ser 

lie 

Tyr 

Pro 

Gly 

120 

35 

Arg 

372577 

Val 

i 

Thr 

Gly 

His 

125 

Arg 

Met 

Ala 

Trp 

1 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 





10 


15 


20 


25 


30 








- 

128 

f- 







Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

val 

Val 

Ser 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 





145 





150 

Gin 

Ala 

lie 

Val 

Asp 

Met 

Val 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 





160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 





175 





180 

Leu 

lie 

Val 

Met 

Leu 

Leu 

Phe 

Ala 

Gly 

Val 

Asp 

Gly 








185 





190 







(2) INFORMATION FOR SEQ ID NO 


(i) 


: j 3 : 


SEQUENCE CHARACTERISTICS: 


(A) 

(B) 

(C) 

(D) 


LENGTH: 192 amino acids 


aminb acid 

-lV 


TYPE: 

STRANDEDNES ! S : unknown 

TOPOLOGY : unknown 


(vi) 


(xi) 


I 


ORIGINAL SOURCE: 

(A) ORGANISM: I homosapiens 

(C) INDIVIDUAL! ISOLATE: SW2 

SEQUENCE DESCRIPTION: SEQ ID NO : 73 


Tyr 

Glu 

Val 

Arg 

Asn 

Val 

Ser 

Gl'y 

Val 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 





10 





15 

Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Val 

Tyr 

Glu 

Thr 

Ala 

Asp 

Met 

lie 

Met 





20 



| 


25 





30 

His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Val 

Arg 

Glu 

Ala 

Asn 

Ser 

Ser 





35 



i 


40 





45 

Arg 

Cys 

Trp 

Val 

Ala 

Leu 

Thr 

Pro 

Thr 

Leu 

Ala 

Ala 

Arg 

Asn 

Thr 





50 



1 


55 





60 

Ser 

Val 

Pro 

Thr 

Thr 

Thr 

lie 

Arg 

Arg 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 



j 


70 





75 

Gly Ala 

Ala 

Ala 

Phe 

Cys 

Ser 

Val 

Met 

Tyr 

Val 

Gly 

Asp 

Leu 

Cys 





80 



| 


85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

Val 

Ser 

Gin 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 



| 


100 





105 

Arg 

His 

Glu 

Thr 

Val 

Gin 

Asp 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 





115 





120 

His 

Val 

Ser 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 





130 





135 

Ser 

Pro 

Thr 

Ala 

Ala 

Leu 

Val 

Val 

Ser 

Gin 

Leu 

Leu 

Arg 

He 

Pro 





140 





145 





150 

Gin 

Ala 

Val 

Val 

Asp 

Met 

Val 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

val 

Leu 





155 





160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 





175 





180 

Leu 

lie 

Val 

Met 

Leu 

Leu 

Phe 

Ala 

Gly 

Val 

Asp 

Gly 








185 





190 







35 


(2) INFORMATION FOR SEQ IDj NO: 74: 


372577 1 



129 


(i) 


10 


15 


20 


25 


30 


35 


(vi) 


SEQUENCE CHARACTERISTICS 

(A) LENGTH: 1192 amino acids 

(B) TYPE: amllno acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY:! unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: | homosapiens 






(C) 

individual] 

ISOLATE : 

T3 






(xi) 

SEQUENCE 

DESCRIj 

PTION 

: SEQ ID 

NO: 74 : 



Tyr 

Glu 

Val 

Arg 

Asn 

Val 

Ser 

G1 


Val 

Tyr 

Tyr 

Val 

Thr 

Asn 

Asp 





5 






10 





15 

Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Val 

Ty 

: 

Glu 

Thr 

Ala 

Asp 

Met 

lie 

Met 





20 






25 





30 

His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cy 

r> 

Val 

Arg 

Glu 

Ser 

Asn 

Ser 

Ser 





35 






40 





45 

Arg 

Cys 

Trp 

Val 

Ala 

Leu 

Thr 

Pr 

C) 

Thr 

Leu 

Ala 

Ala 

Arg 

Asn 

Ala 





50 






55 





60 

Ser 

Val 

Pro 

Thr 

Lys 

Thr 

He 

An 

U 

Arg 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 






70 





75 

Gly Ala 

Ala 

Ala 

Phe 

Cys 

Ser 

Al 

cl 

Met 

Tyr 

Val 

Gly 

Asp 

Leu 

Cys 





80 






85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

Val 

Ser 

Gl: 

11 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 






100 





105 

Arg 

His 

Glu 

Thr 

Val 

Gin 

Asp 

Cy 

3 

Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 






115 





120 

His 

Val 

Thr 

Gly 

His 

Arg 

Met 

Al, 

a 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

Val 

Va 

L 

Ser 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 






145 





150 

Gin 

Ala 

Val 

Val 

Asp 

Met 

Val 

Al 

a 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 






160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Me 

p 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

Leu 

lie 

Val 

Leu 

Leu 

Leu 

Phe 

Al 

a 

Gly 

Val 

Asp 

Gly 








185 






190 







(2) INFORMATION FOR SEQ ID NCj 
(i) 


SEQUENCE CHARACT 

(A) LENGTH: 1 

(B) TYPE: amdn 

(C) STRANDEDNES 

(D) TOPOLOGY: 


(vi) 


ORIGINAL SOURCE 
(A) ORGANISM: 
(C) INDIVIDUAU 


75 : 

ERISTICS : 

92 amino acids 
o acid 
S : unknown 

unknown 


homosapiens 
ISOLATE: T10 


372577 1 



3.3 0 


10 


15 


20 


25 


(xi) 


SEQUENCE DESCRIPTION : SEQ ID NO: 75: 


Tyr 

Glu 

Val 

Arg 

Asn 

Val 

Ser 

Gly Met 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 





10 





15 

Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Val 

Phe Glu 

Ala 

Ala 

Asp 

Leu 

lie 

Met 





20 





25 





30 

His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cys Val 

Arg 

Glu 

Gly Asn 

Ser 

Ser 





35 





40 





45 

Arg 

Cys 

Trp 

Val 

Ala 

Leu 

Thr 

Pro Thr 

Leu 

Ala 

Ala 

Arg 

Asn 

Thr 





50 





55 





60 

Ser 

Val 

Pro 

Thr 

Thr 

Thr 

He 

Arg Arg 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 



1 


70 





75 

Gly 

Ala 

Ala 

Ala 

Phe 

Cys 

Ser 

Ala Met 

Tyr 

Val 

Gly Asp 

Leu 

Cys 





80 





85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

Val 

Ser 

Glri Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 





100 





105 

Arg 

His 

Glu 

Thr 

Leu 

Gin 

Asp 

Cys 

; Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 





115 





120 

His 

Leu 

Ser 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 





130 





135 

Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

Val 

Va] 

Ser 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 





145 





150 

Gin 

Ala 

Val 

Met 

Asp 

Met 

Val 

Thi 

• Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 





160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

: Ala 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 





175 





180 

Leu 

lie 

Val 

Met 

Leu 

Leu 

Phe 

Al< 

l Gly 

Val 

Asp 

Gly 








185 



1 


190 







(2) INFORMATION FOR SEQ ID NO? 76: 

(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNEJ3S : 

(D) TOPOLOGY: 


(vi) 


ORIGINAL SOURCEl 
(A) ORGANISM: 
(C) INDIVIDUAL' 


unknown 
unknown 


homo s ap i e n s 
ISOLATE: US 6 


30 


35 



(xi) 

SEQUENCE 

DESCRI 

PTION 

: SEQ ID 

NO:' 

76 : 



Tyr 

Glu Val 

Arg 

Asn 

5 

Val 

Ser 

Gl 

jy 

Met 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Ser Asn 

Ser 

Ser 

20 

lie 

Val 



Glu 

Ala 

25 

Ala 

Asp 

Met 

lie 

Met 

30 

His 

Thr Pro 

Gly 

Cys 

35 

Val 

Pro 

C} 

r s 

Val 

Arg 

40 

Glu 

Asn 

Asn 

Ser 

Ser 

45 


372577 1 



131 


10 


15 


20 


Arg 

Cys 

Trp 

Val 

Ala 

Leu 

Thr 

Pro 

TO 

hr 

Leu 

Ala 

Ala 

Arg 

Asn 

Ala 





50 





i 

55 





60 

Ser 

Val 

Pro 

Thr 

Thr 

Thr 

He 

Arg 

A: 

hj 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 






70 





75 

Gly Ala 

Ala 

Thr 

Phe 

Cys 

Ser 

Ala 

M< 

Lt 

i 

Tyr 

Val 

Gly Asp 

Leu 

Cys 





80 






85 





90 

Gly 

Ser 

Val 

Phe 

Leu 

lie 

Ser 

Gin 

Leu 

Phe 

Thr 

Phe 

Ser 

Pro 

Arg 





95 





’ 

100 





105 

Gin 

His 

Glu 

Thr 

Val 

Gin 

Asp 

Cys 

A^n 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 





1 

115 





120 

His 

Val 

Ser 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 





; 

130 





135 

Ser 

Pro 

Thr 

Ala 

Ala 

Leu 

Val 

Val 

Ser 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 





J 

145 





150 

Gin 

Ala 

Val 

Met 

Asp 

Met 

Val 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 





t 

160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

Val 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 





t 

1 

175 





180 

Leu 

lie 

Val 

Leu 

Leu 

Leu 

Phe 

Ala 

Gly 

Val 

Asp 

Gly 








185 




i 

1 

190 







(2) INFORMATION FOR SEQ ID NO:77‘: 


(i) 


i 

SEQUENCE CHARACTERISTICS: 

(A) 

(B) 

(C) 

(D) 


LENGTH: 192 amino acids 

TYPE: amino acid 

STRANDEDNESS : | unknown 
TOPOLOGY : unknown 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: T2 

SEQUENCE DESCRIPTION: SEQ ID NO: 77 


25 


30 


35 


Ala 

Gin 

Val 

Arg 

Asn 

5 

Thr 

Ser 

Arg 

G 

IjLy 

Tyr 

10 

Met 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Ser 

Asn 

Glu 

Ser 

20 

lie 

Thr 

Trp 

Gin 

I 

Leu 

25 

Gin 

Ala 

Ala 

Val 

Leu 

30 

His 

Val 

Pro 

Gly 

Cys 

35 

lie 

Pro 

Cys 

G0.U 

Arg 

40 

Leu 

Gly 

Asn 

Thr 

Ser 

45 

Arg 

Cys 

Trp 

lie 

Pro 

50 

Val 

Thr 

Pro 

A 

Jsn 

Val 

55 

Ala 

Val 

Arg 

Gin 

Pro 

60 

Gly 

Ala 

Leu 

Thr 

Gin 

65 

Gly 

Leu 

Arg 

T 

hr 

His 

70 

lie 

Asp 

Met 

Val 

Val 

75 

Met 

Ser 

Ala 

Thr 

Leu 

80 

Cys 

Ser 

Ala 

I 

eu 

Tyr 

85 

Val 

Gly 

Asp 

Leu 

Cys 
9 0 

Gly 

Gly 

Val 

Met 

Leu 

95 

Ala 

Ala 

Gin 

N 

[et 

Phe 

100 

lie 

Val 

Ser 

Pro 

Arg 

105 

Arg 

His 

Trp 

Phe 

Val 

110 

Gin 

Glu 

Cys 

2 

,sn 

Cys 

115 

Ser 

lie 

Tyr 

Pro 

Gly 

120 

Thr 

lie 

Thr 

Gly 

His 

125 

Arg 

Met 

Ala 

1 

^rp 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 


372577 1 



Ser Pro Thr Ala Thr Met lie Leu\ Ala Tyr Ala Met Arg Val Pro 

140 145 150 

Glu Val lie lie Asp lie lie Gly Gly Ala His Trp Gly Val Met 

155 160 165 


Phe Gly Leu Ala Tyr Phe Ser Met 

170 

lie Val lie Leu Leu Leu Ala Ala 

185 


Gin Gly Ala Trp Ala Lys Val 
175 180 

Gly Val Asp Ala 
190 


10 


15 


20 


25 


30 


(2) INFORMATION FOR SEQ ID NO: 78: 


(i) 


SEQUENCE CHARACTERISTICS 


(A) 

(B) 

(C) 

(D) 


LENGTH : 


192 amino acids 


TYPE : amino acid 

STRANDEDNESS : unknown 

TOPOLOGY : unknown 


(vi) 


(xi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 
(C) INDIVIDUAL 


[homos apiens 
ISOLATE : T4 


SEQUENCE DESCRIPTION: SEQ ID NO:78: 


Ala 

Gin 

Val 

Lys 

Asn 

Thr 

Thr 

Asn 

Ser 

Tyr 

Met 

Val 

Thr 

Asn 

Asp 





5 





10 





15 

Cys 

Ser 

Asn 

Asp 

Ser 

lie 

Thr 

Trp 

Gin 

Leu 

Gin 

Ala 

Ala 

Val 

Leu 





20 



1 


25 





30 

His 

Val 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Glu 

Lys 

Thr 

Gly 

Asn 

Thr 

Ser 





35 





40 





45 

Arg 

Cys 

Trp 

lie 

Pro 

Val 

Ser 

Pro 

Asn 

Val 

Ala 

Val 

Arg 

Gin 

Pro 





50 





55 





60 

Gly Ala 

Leu 

Thr 

Gin 

Gly 

Leu 

Arc 

Thr 

His 

lie 

Asp 

Met 

Val 

Val 





65 





70 





75 

Met 

Ser 

Ala 

Thr 

Leu 

Cys 

Ser 

Ala 

Leu 

Tyr 

Val 

Gly 

Asp 

Leu 

Cys 





' 80 





85 





90 

Gly Gly 

Val 

Met 

Leu 

Ala 

Ala 

Gin 

Met 

Phe 

lie 

Val 

Ser 

Pro 

Gin 





95 





100 





105 

His 

His 

Trp 

Phe 

Val 

Gin 

Asp 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 





115 





120 

Thr 

lie 

Thr 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 





130 





135 

Ser 

Pro 

Thr 

Ala 

Thr 

Met 

lie 

Leu 

Ala 

Tyr 

Ala 

Met 

Arg 

Val 

Pro 





140 





145 




150 

Glu 

Val 

He 

Leu 

Asp 

lie 

Val 

Ser 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Met 





155 





160 





165 

Phe 

Gly 

Leu 

Ala 

Tyr 

Phe 

Ser 

Met 

pin 

Gly 

Ala 

Trp 

Ala 

Lys 

Val 





170 




1 

175 




180 

Val 

Val 

lie 

Leu 

Leu 

Leu 

Ala 

Ala 

fcly 

Val 

Asp 

Ala 








185 





190 






35 


372577 1 



13 3 


(2) INFORMATION FOR SEQ ID NO: 79: 


(i) 


10 


15 


20 


25 


30 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1921 amino acids 

(B) TYPE: aminol acid 

(C) STRANDEDNESSI: unknown 

(D) TOPOLOGY: unknown 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: T9 



(xi) 

SEQUENCE 

DESCRIPT 

ION 

: SEQ ID 

NO: ' 

79 : 



Ala 

Glu 

Val 

Lys 

Asn 

Thr 

Ser 

Thr 

1 

Ser 

Tyr 

Met 

Val 

Thr 

Asn 

Asp 





5 




| 

10 





15 

Cys 

Ser 

Asn 

Asp 

Ser 

lie 

Thr 

Trp 

Gin 

Leu 

Gin 

Ala 

Ala 

Val 

Leu 





20 




| 

25 





30 

His 

Val 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Glu 

Arg 

Val 

Gly 

Asn 

Ala 

Ser 





35 




| 

40 





45 

Arg 

Cys 

Trp 

lie 

Pro 

Val 

Ser 

Pro 

Asn 

Val 

Ala 

Val 

Gin 

Arg 

Pro 





50 




i 

55 





60 

Gly Ala 

Leu 

Thr 

Gin 

Gly 

Leu 

Arg 

Thr 

His 

lie 

Asp 

Met 

Val 

Val 





65 





70 





75 

Met 

Ser 

Ala 

Thr 

Leu 

Cys 

Ser 

Ala 

Lieu 

Tyr 

Val 

Gly 

Asp 

Leu 

Cys 





80 





85 





90 

Gly 

Gly 

Val 

Met 

Leu 

Ala 

Ala 

Gin 

Viet 

Phe 

lie 

lie 

Ser 

Pro 

Gin 





95 





100 





105 

His 

His 

Trp 

Phe 

Val 

Gin 

Glu 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Pro 

Gly 





110 



I 


115 





120 

Thr 

He 

Thr 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 





130 





135 

Ser 

Pro 

Thr 

Thr 

Thr 

Met 

lie 

Leu 

Ala 

Tyr 

Ala 

Met 

Arg 

Val 

Pro 





140 





145 





150 

Glu 

Val 

lie 

lie 

Asp 

lie 

lie 

Ser 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Met 





155 





160 





165 

Phe 

Gly 

Leu 

Ala 

Tyr 

Phe 

Ser 

Met 

Gin 

Gly 

Ala 

Trp 

Ala 

Lys 

Val 





170 





175 





180 

Val 

Val 

lie 

Leu 

Leu 

Leu 

Thr 

Ala 

Gly 

Val 

Asp 

Ala 








185 





190 







(2) INFORMATION FOR SEQ ID NO: 

(i) 


80 


SEQUENCE CHARACTE 

(A) LENGTH: 19^ 

(B) TYPE: amin 

(C) STRANDEDNES& 

(D) TOPOLOGY: 


(vi) 


35 


ORIGINAL SOURCE: 
(A) ORGANISM: 


RISTICS : 
amino acids 
acid 

unknown 
unknown 


nomosapiens 


372577 1 
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(C) INDIVIDUAL ISOLATE: US10 


SEQUENCE DESCRIPTION: SEQ ID NO:80: 


Gin Val 


Ser Asn 


Val Pro 


Cys Trp 


Ala Leu 


Ser Ala 


Gly Met 


His Ser 


lie Thr 


Pro Thr 


Val lie 


Gly Leu 
Val lie 


(2) INFORMATION FOR SEQ ID NO: 81: 


Lys Asn Thr. Ser Thr Ser Tyr Met Val Thr 

5 \ 10 

Asp Ser lie Thr Trp Gin Leu Glu Ala Ala 

20 i 25 

Gly Cys Val Pro Cys Glu Lys Val Gly Asn 

35 1 40 

lie Pro Val Ser Pro Asn Val Ala Val Gin 

50 ’ 55 

Thr Gin Gly Leu Arg ( Thr His lie Asp Met 

65 70 

Thr Leu Cys Ser Ala Leu Tyr Val Gly Asp 

80 85 

Met Leu Ala Ala Gin Met Phe lie Val Ser 

95 j 100 

Phe Val Gin Glu Cys j Asn Cys Ser lie Tyr 

110 115 

Gly His Arg Met Ala Trp Asp Met Met Met 

125 130 

Ala Thr Leu lie Leu Ala Tyr Val Met Arg 

140 j 145 

lie Asp lie lie Seri Gly Ala His Trp Gly 

155 160 

Ala Tyr Phe Ser Met! Gin Gly Ala Trp Ala 

170 J 175 

Leu Leu Leu Ala Ala Gly Val Asp Ala 

185 1 190 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

(B) TYPE: amiJno acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY : | unknown 


ORIGINAL SOURCE: 

(A) ORGANISM:! homosapiens 
(C) INDIVIDUAL ISOLATE: DK8 


SEQUENCE DESCRIPTION : SEQ ID NO: 81: 


Val Glu Val Arg Asn lie Ser Ser Ser Tyr Tyr Ala Thr Asn Asp 

5 10 15 

Cys Ser Asn Asn Ser lie Thr Ttrp Gin Leu Thr Asp Ala Val Leu 

. 20 25 30 

His Leu Pro Gly Cys Val Pro Cys Glu Asn Asp Asn Gly Thr Leu 

35 1 40 45 


372577 1 



135 


10 


15 


20 


25 


30 


Arg 

Cys 

Trp 

lie 

Gin 

Val 

Thr 

Pro Asn 

Val 

Ala 

Val 

Lys 

His 

Arg 





50 





55 





60 

Gly 

Ala 

Leu 

Thr 

His 

Asn 

Leu 

Arg ' 

Thr 

His 

Val 

Asp 

Val 

He 

Val 





65 





70 





75 

Met 

Ala 

Ala 

Thr 

Val 

Cys 

Ser 

Ala 

Leu 

Tyr 

Val 

Gly 

Asp 

Val 

Cys 





80 





85 





90 

Gly 

Ala 

Val 

Met 

lie 

Val 

Ser 

Gin |Ala 

Leu 

lie 

lie 

Ser 

Pro 

Glu 





95 





100 





105 

Arg 

His 

Asn 

Phe 

Thr 

Gin 

Glu 

Cys lAsn 

Cys 

Ser 

lie 

Tyr 

Gin 

Gly 





110 





115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Leu 

Asn 

Trp 





125 





130 





135 

Ser 

Pro 

Thr 

Leu 

Thr 

Met 

lie 

Leu j 

Ma 

Tyr 

Ala 

Ala 

Arg 

Val 

Pro 





140 





145 





150 

Glu 

Leu 

Ala 

Leu 

Gin 

Val 

Val 

Phe ' 

3ly 

Gly 

His 

Trp 

Gly 

Val 

Val 





155 





160 





165 

Phe 

Gly 

Leu 

Ala 

Tyr 

Phe 

Ser 

Met ' 

3ln 

Gly 

Ala 

Trp 

Ala 

Lys 

Val 





170 




Lly 

175 





180 

lie 

Ala 

lie 

Leu 

Leu 

Leu 

Val 

Ala | 


Val 

Asp 

Ala 








185 



1 


190 







( 2 ) 


INFORMATION FOR SEQ ID NO : 8 

(i) 


(2 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192| amino acids 

(B) TYPE: amino] acid 

(C) STRANDEDNESS.: unknown 

(D) TOPOLOGY: unknown 


(vi: 


ORIGINAL SOURCE: 
(A) ORGANISM: t 

(C) INDIVIDUAL I 


omosapiens 
SOLATE: DK11 



(xi) 

SEQUENCE 

DESCRIP1 

ION: 

: SEQ ID 

NO: J 

32 : 



Val 

Glu 

Val 

Arg 

Asn 

5 

Thr 

Ser 

Ser 

Ser 

Tyr 

10 

Tyr 

Ala 

Thr 

Asn 

Asp 

15 

Cys 

Ser 

Asn 

Asn 

Ser 

20 

lie 

Thr 

Trp 

Gin 

Leu 

25 

Thr 

Asn 

Ala 

Val 

\ 

Leu 

30 

His 

Leu 

Pro 

Gly 

Cys 

35 

Val 

Pro 

Cys 

Glu 

Asn 

40 

Asp 

Asn 

Gly 

Thr 

Leu 

45 

His 

Cys 

Trp 

lie 

Gin 

50 

Val 

Thr 

Pro 

Asn 

Val 

55 

Ala 

Val 

Lys 

His 

Arg 

60 

Gly Ala 

Leu 

Thr 

His 

65 

Asn 

Leu 

Arg 

Ala 

His 

70 

lie 

Asp 

Met 

lie 

Val 

75 

Met 

Ala 

Ala 

Thr 

Val 

80 

Cys 

Ser 

Ala 

Leu 

Tyr 

85 

Val 

Gly 

Asp 

Val 

Cys 

90 

Gly 

Ala 

Val 

Met 

lie 

95 

Val 

Ser 

Gin 

Ala 

Phe 

100 

lie 

Val 

Ser 

Pro 

Glu 

105 

His 

His 

His 

Phe 

Thr 

110 

Gin 

Glu 

Cys 

Asn 

Cys 

115 

Ser 

lie 

Tyr 

Gin 

Gly 

120 


35 


372577 1 
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His 

lie 

Thr 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Leu 

Asn 

Trp 






125 






130 





135 


Ser 

Pro 

Thr 

Leu 

Thr 

Met 

lie 

L 

eu 

Ala 

Tyr 

Ala 

Ala 

Arg 

Val 

Pro 






140 






145 





150 


Glu 

Leu 

Val 

Leu 

Glu 

Val 

Val 

P 

le 

Gly 

Gly 

His 

Trp 

Gly 

Val 

Val 






155 






160 





165 


Phe 

Gly 

Leu 

Ala 

Tyr 

Phe 

Ser 

M 

at 

Gin 

Gly 

Ala 

Trp 

Ala 

Lys 

Val 

J 





170 






175 





180 


lie 

Ala 

lie 

Leu 

Leu 

Leu 

Val 

A 

la 

Gly 

Val 

Asp 

Ala 









185 






190 







(2) 

INFORMATION FOR SEQ ID 

N 


83 : 







10 


(i) 


SEQUENCE 

CHARA 

i 

CTERISTICS 











(A) 

LENGTH : 


192 amino acids 









(B) 

TYPE : am 

ino acid 











(C) 

STRANDEDN 

ESS : unknown 










(D) 

TOPOLOGY : 

unknown 








(vi) 

ORIGINAL 

SOURC 

i 

E: 













(A) 

ORGANISM: 

homosapiens 





15 





(C) 

INDIVIDUA 

i 

L 

1 

ISOLATE: 

SW3 






(xi) 

SEQUENCE 

DESCR 

llPTION: 

! 

: SEQ ID 

NO: 83 : 




Val 

Glu 

Val 

Arg 

Asn 

lie 

Ser 

S 

er 

Ser 

Tyr 

Tyr 

Ala 

Thr 

Asn 

Asp 






5 






10 





15 


Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Thr 

I 

rp 

Gin 

Leu 

Thr 

Asn 

Ala 

Val 

Leu 

20 





20 






25 





30 


His 

Leu 

Pro 

Gly 

Cys 

Val 

Pro 

C 

ys 

Glu 

Asn 

Asp 

Asn 

Gly 

Thr 

Leu 






35 






40 





45 


His 

Cys 

Trp 

He 

Gin 

Val 

Thr 

P 

ro 

Asn 

Val 

Ala 

Val 

Lys 

His 

Arg 






50 






55 





60 


Gly 

Ala 

Leu 

Thr 

His 

Asn 

Leu 

A 

rg 

Ala 

His 

Val 

Asp 

Met 

lie 

Val 






65 






70 





75 


Met 

Ala 

Ala 

Thr 

Val 

Cys 

Ser 

A 

la 

Leu 

Tyr 

Val 

Gly 

Asp 

Met 

Cys 

25 





80 






85 





90 


Gly 

Ala 

Val 

Met 

lie 

Val 

Ser 

G 

In 

Ala 

Phe 

lie 

lie 

Ser 

Pro 

Glu 






95 






100 





105 


Arg 

His 

Asn 

Phe 

Thr 

Gin 

Glu 

C 

ys 

Asn 

Cys 

Ser 

lie 

Tyr 

Gin 

Gly 






110 






115 





120 


Arg 

lie 

Thr 

Gly 

His 

Arg 

Met 

A 

la 

Trp 

Asp 

Met 

Met 

Leu 

Asn 

Trp 






125 






130 





135 

30 

Ser 

Pro 

Thr 

Leu 

Thr 

Met 

lie 

I 

eu 

Ala 

Tyr 

Ala 

Ala 

Arg 

Val 

Pro 






140 






145 





150 


Glu 

Leu 

Val 

Leu 

Glu 

Val 

Val 

Pj 

he 

Gly 

Gly 

His 

Trp 

Gly 

Val 

Val 






155 






160 





165 


Phe 

Gly 

Leu 

Ala 

Tyr 

Phe 

Ser 

M 

et 

Gin 

Gly 

Ala 

Trp 

Ala 

Lys 

Val 






170 




| 


175 





180 


lie 

Ala 

lie 

Leu 

Leu 

Leu 

Val 

A 

la 

Gly 

Val 

Asp 

Ala 









185 




1 


190 
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O 


(2) INFORMATION FOR SEQ ID 


(i) 


NO: 84 : 


(vi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH :T 192 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : unknown 

( D ) TOPOLOGY : unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: T8 


10 


15 


20 


25 



(xi) 

SEQUENCE 

DESCRIPTION: 

: SEQ ID 

NO: 1 

34 : 



Val 

Glu 

Val 

Arg 

Asn 

Thr 

Ser 

Phe 

Ser 

Tyr 

Tyr 

Ala 

Thr 

Asn 

Asp 





5 





10 





15 

Cys 

Ser 

Asn 

Asn 

Ser 

lie 

Thr 

Trp 

Gin 

Leu 

Thr 

Asn 

Ala 

Val 

Leu 





20 





25 





30 

His 

Leu 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Glu 

Asn 

Asp 

Asn 

Gly 

Thr 

Leu 





35 





40 





45 

Arg 

Cys 

Trp 

lie 

Gin 

Val 

Thr 

Pro 

Asn 

Val 

Ala 

Val 

Lys 

His 

Arg 





50 





55 





60 

Gly 

Ala 

Leu 

Thr 

His 

Asn 

Leu 

Arg 

Thr 

His 

Val 

Asp 

Val 

lie 

Val 





65 





70 





75 

Met 

Ala 

Ala 

Thr 

Val 

Cys 

Ser 

Ala 

Leu 

Tyr 

Val 

Gly Asp 

Val 

Cys 





80 





85 





90 

Gly Ala 

Val 

Met 

lie 

Ala 

Ser 

Gin 

Ala 

Phe 

lie 

lie 

Ser 

Pro 

Glu 





95 





100 





105 

Arg 

His 

Asn 

Phe 

Thr 

Gin 

Glu 

-ys 

Asn 

Cys 

Ser 

lie 

Tyr 

Gin 

Gly 





110 





115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Met 

Ma 

Trp 

Asp 

Met 

Met 

Leu 

Asn 

Trp 





125 





130 





135 

Ser 

Pro 

Thr 

Leu 

Thr 

Met 

lie 

Leu 

Ala 

Tyr 

Ala 

Ala 

Arg 

Val 

Pro 





14 0 





145 





150 

Glu 

Leu 

Val 

Leu 

Glu 

val 

Val 

Phe 

Gly 

Gly 

His 

Trp 

Gly 

Val 

Val 





155 





160 





165 

Phe 

Gly 

Leu 

Ala 

Tyr 

Phe 

Ser j 

Met 

Gin 

Gly 

Ala 

Trp 

Ala 

Lys 

Val 





170 





175 





180 

lie 

Ala 

lie 

Leu 

Leu 

Leu 

Vail 

Ala 

Gly 

Val 

Asp 

Ala 








185 


| 



190 







30 


35 


( 2 ) 


INFORMATION FOR SEQ IDI NO: 85: 

(i) 


SEQUENCE C 

(A) LENGTH 

(B) TYPE: 

(C) 

(D) 


^RACTERISTICS : 

192 amino acids 
amino acid 
STRANDEDNESS : unknown 

TOPOLOGY : unknown 


372577 1 



•138 


10 


15 


20 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM:^ homosapiens 
(C) INDIVIDUAL ISOLATE: S83 

SEQUENCE DESCRIPTION: SEQ ID NO: 85: 


Val 

Glu 

Val 

Lys 

Asp 

Thr 

Gly 

Asp 

Ser 

Tyr 

Met 

Pro 

Thr 

Asn 

Asp 





5 






10 





15 

Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Val 

Trp 

Gin 

Leu 

Glu 

Gly 

Ala 

Val 

Leu 





20 




» 

! 


25 





30 

His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Glu 

Arg 

Thr 

Ala 

Asn 

Val 

Ser 





35 






40 





45 

Arg 

Cys 

Trp 

Val 

Pro 

Val 

Ala 

Pro 

Asn 

Leu 

Ala 

lie 

Ser 

Gin 

Pro 





50 




i 


55 





60 

Gly 

Ala 

Leu 

Thr 

Lys 

Gly 

Leu 

Ar 

g 

Ala 

His 

lie 

Asp 

lie 

lie 

Val 





65 






70 





75 

Met 

Ser 

Ala 

Thr 

Val 

Cys 

Ser 

All 

J 

a 

f 

Leu 

Tyr 

Val 

Gly Asp 

Val 

Cys 





80 






85 





90 

Gly 

Ala 

Leu 

Met 

Leu 

Ala 

Ala 

Gin 

Val 

Val 

Val 

Val 

Ser 

Pro 

Gin 





95 






100 





105 

His 

His 

Thr 

Phe 

Val 

Gin 

Glu 

Cys 

Asn 

Cys 

Ser 

He 

Tyr 

Pro 

Gly 





110 






115 





120 

Arg 

lie 

Thr 

Gly 

His 

Arg 

Met 

A'la 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Thr 

Thr 

Thr 

Met 

Leu 

lieu 

Ala 

Tyr 

Leu 

Val 

Arg 

lie 

Pro 





140 






145 





150 

Glu 

Val 

lie 

Leu 

Asp 

lie 

Val 

Thr 

1 

Gly 

Gly 

His 

Trp 

Gly 

Val 

Met 





155 






160 





165 

Phe 

Gly 

Leu 

Ala 

Tyr 

Phe 

Ser 

Met 

Gin 

Gly 

Ser 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

lie 

Val 

lie 

Leu 

Leu 

Leu 

Thr 

/Ala 

Gly 

Val 

Glu 

Ala 








185 






190 







(2) INFORMATION FOR SEQ IDI NO: 86: 


25 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1 192 amino acids 

(B) TYPE: I amino acid 


(C) 

(D) 


STRANDEDNESS : unknown 


TOPOLOGY : 


unknown 


30 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DK12 

SEQUENCE DESCRIPTION: SEQ ID NO: 86: 


35 


Leu Glu Trp Arg Asn Val Sfer Gly Leu Tyr Val Leu Thr Asn Asp 

5 10 15 

Cys Ser Asn Ser Ser lie Val Tyr Glu Ala Asp Asp Val lie Leu 

20 I 25 30 


372577 1 



169 a SOI"' T“ 6 9 in 8 O 6 0 


- 13 9 - 


10 


15 


20 


25 


30 


35 


His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

Val 

Gin 

Asp 

Gly Asn 

Thr 

Ser 





35 





40 





45 

Thr 

Cys 

Trp 

Thr 

Ser 

Val 

Thr 

Pro 

Thr 

Val 

Ala 

Val 

Arg 

Tyr 

Val 





50 





55 





60 

Gly 

Ala 

Thr 

Thr 

Ala 

Ser 

lie 

Arg 

Ser 

His 

Val 

Asp 

Leu 

Leu 

Val 





65 



1 


70 





75 

Gly 

Ala 

Ala 

Thr 

Met 

Cys 

Ser 

Ala 

Leu 

Tyr 

Val 

Gly Asp 

Val 

Cys 





80 



1 

i 


85 





90 

Gly Ala 

Val 

Phe 

Leu 

Val 

Gly 

Gin 

Ala 

Phe 

Thr 

Phe 

Arg 

Pro 

Arg 





95 



1 

1 


100 





105 

Arg 

His 

Gin 

Thr 

Val 

Gin 

Thr 

Cys 

Asn 

Cys 

Ser 

Leu 

Tyr 

Pro 

Gly 





110 



1 

l 


115 





120 

His 

Leu 

Ser 

Gly 

His 

Arg 

Met 

Ala! Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 



i 


130 





135 

Ser 

Pro 

Ala 

Val 

Gly 

Met 

Val 

Val 

Ala 

His 

Val 

Leu 

Arg 

Leu 

Pro 





140 





145 





150 

Gin 

Thr 

Leu 

Phe 

Asp 

lie 

lie 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

lie 

Met 





155 





160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

Gin 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 





175 





180 

Ala 

He 

lie 

Met 

Val 

Met 

Phe 

Ser 

Gly 

Val 

Asp 

Ala 








185 





190 







(2) INFORMATION FOR SEQ ID NO : 8; 


(i) 


SEQUENCE CHARACTERISTICS: 


(A) 

(B) 

(C) 

(D) 


LENGTH: 192 
TYPE : aminoj 
STRANDEDNESS 


TOPOLOGY : 


amino acids 
acid 

unknown 


unknown 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: h'omosapiens 

(C) INDIVIDUAL ISOLATE: HK10 

SEQUENCE DESCRIPTION: SEQ ID NO: 87: 


Leu Glu 

Trp 

Arg 

Asn 

5 

Val 

Ser 

Gly 

Leu 

Tyr 

10 

Val 

Leu 

Thr 

Asn 

Asp 

15 

Cys Pro 

Asn 

Ser 

Ser 

20 

lie 

Val 

Tyr 

Glu 

Ala 

25 

Asp 

Asp 

Val 

lie 

Leu 

30 

His Thr 

Pro 

Gly 

Cys 

35 

Val 

Pro 

Cys 

Val 

Gin 

40 

Asp 

Gly 

Asn 

Thr 

Ser 

45 

Thr Cys 

Trp 

Thr 

Ser 

50 

Val 

Thr 

Pro 

Thr 

Val 

55 

Ala 

Val 

Arg 

Tyr 

Val 

60 

Gly Ala 

Thr 

Thr 

Ala 

65 

Ser 

lie 

Arg 

Ser 

His 

70 

Val 

Asp 

Leu 

Leu 

Val 

75 

Gly Ala 

Ala 

Thr 

Met 

80 

Cys 

Ser 

Ala 

Leu 

Tyr 

85 

Val 

Gly 

Asp 

Met 

Cys 

90 

Gly Ala 

Val 

Phe 

Leu 

95 

Val 

Gly 

Gin 

Ala 

Phe 

100 

Thr 

Phe 

Arg 

Pro 

Arg 

105 


372577 1 



140 


o 




Arg 

His 

Gin 

Thr 

Val 

Gin 

Thr 

Cys Asn 

Cys 

Ser 

Leu 

Tyr 

Pro 

Gly 







110 





115 





120 



His 

Leu 

Ser 

Gly 

His 

Arg 

Met 

Ala Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 







125 





130 





135 



Ser 

Pro 

Ala 

Val 

Gly 

Met 

Val 

,Val Ala 

His 

Val 

Leu 

Arg 

Leu 

Pro 







140 





145 





150 


5 

Gin 

Thr 

Leu 

Phe 

Asp 

lie 

lie 

'Ala Gly 

Ala 

His 

Trp 

Gly 

lie 

Leu 


j 





155 





160 





165 



Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met Gin 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 







170 





175 





180 



Ala 

lie 

lie 

Met 

Val 

Met 

Phe 

Ser Gly 

Val 

Asp 

Ala 










185 





190 








(2) 

INFORMATION FOR SEQ ID 

\ 

NO 

: 88 : 








10 








\ 











(i) 


SEQUENCE 

CHARACTER I ST I CS 

; 











(A) 

LENGTH : 

1192 amino acids 










(B) 

TYPE : ami? 

no acid 






if 






(C) 

STRANDEDNESS : unknown 





f-fk 






(D) 

TOPOLOGY 

: 1 

unknown 






=4= 



(vi) 

ORIGINAL 

SOURCE 

i 

\ 







01 

15 





(A) 

ORGANISM 

; 

lhomosapiens 





yy 






(C) 

INDIVIDUAL 

ISOLATE : 

S2 





s 



(xi) 

SEQUENCE 

DESCRI] 

ETION; 

: SEQ ID 

NO: 88 : 





Leu 

Glu 

Trp 

Arg 

Asn 

Thr 

Ser 

G1 : 

/ Leu 

Tyr 

Val 

Leu 

Thr 

Asn 

Asp 

ry 






5 





10 





15 


20 

Cys 

Ser 

Asn 

Ser 

Ser 

lie 

Val 

Ty] 

v Glu 

Ala 

Asp 

Asp 

Val 

lie 

Leu 







20 





25 





30 



His 

Thr 

Pro 

Gly 

Cys 

Val 

Pro 

Cys 

= Val 

Gin 

Asp 

Gly 

Asn 

Thr 

Ser 







35 





40 





45 



Thr 

Cys 

Trp 

Thr 

Pro 

Val 

Thr 

Prc 

> Thr 

Val 

Ala 

Val 

Arg 

Tyr 

Val 







50 





55 





60 



Gly Ala 

Thr 

Thr 

Ala 

Ser 

lie 

Arc 

r Ser 

His 

Val 

Asp 

Leu 

Leu 

Val 







65 





70 





75 


25 

Gly Ala 

Ala 

Thr 

Met 

Cys 

Ser 

Ale 

i Leu 

Tyr 

Val 

Gly 

Asp 

Met 

Cys 







80 





85 





90 



Gly Ala 

Val 

Phe 

Leu 

Val 

Gly 

Gl: 

i Ala 

Phe 

Thr 

Phe 

Arg 

Pro 

Arg 







95 





100 





105 



Arg 

His 

Gin 

Thr 

Val 

Gin 

Thr 

Cy 

3 Asn 

Cys 

Ser 

Leu 

Tyr 

Pro 

Gly 







110 





115 





120 



His 

Leu 

Ser 

Gly 

His 

Arg 

Met 

Al 

a Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 


30 





125 





130 





135 



Ser 

Pro 

Ala 

Val 

Gly 

Met 

Val 

Va! 

L Ala 

His 

Val 

Leu 

Arg 

Leu 

Pro 







140 





145 





150 



Gin 

Thr 

Val 

Phe 

Asp 

He 

lie 

Ale 

a Gly 

Ala 

His 

Trp 

Gly 

lie 

Leu 







155 





160 





165 



Ala 

Gly 

Leu 

Ala 

Tyr 

Tyr 

Ser 

Met 

: Gin 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 







170 





175 





180 


35 


















372577_ 

i 







i 









1*1 


10 


15 


20 


25 


Ala lie lie Met Val Met Phe Se 

185 


(2) INFORMATION FOR SEQ ID NO 


(i) 


Gly Val Asp Ala 
190 


89 : 


SEQUENCE CHARACTERISTICS: 


(A) LENGTH: 19 

(B) TYPE: amirj 

(C) STRANDEDNES 

(D) TOPOLOGY: 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 
(C) INDIVIDUAL 


2 amino acids 
o acid 
S : unknown 

unknown 


jhomosapiens 
ISOLATE: S52 


(xi) 

Leu Glu Trp 

SEQUENCE 
Arg Asn Thr 

DESCRI] 
Ser Gl: 

PTION 
/ Leu 

: SEQ ID 
Tyr Val 

NO: 89 : 
Leu Thr 

Asn 

Asp 

Cys Ser 

Asn 

Ser 

5 

Ser 

lie 

Val 

Ty: 

e Glu 

10 

Ala 

Asp 

Asp 

Val 

lie 

15 

Leu 

His Thr 

Pro 

Gly 

20 

Cys 

Val 

Pro 

Cy» 

3 Val 

25 

Gin 

Asp 

Gly 

Asn 

Thr 

30 

Ser 

Met Cys 

Trp 

Thr 

35 

Pro 

Val 

Thr 

Pr< 

:> Thr 

40 

Val 

Ala 

Val 

Arg 

Tyr 

45 

Val 

Gly Ala 

Thr 

Thr 

50 

Ala 

Ser 

lie 

Arc 

Ser 

55 

His 

Val 

Asp 

Leu 

Leu 

60 

Val 

Gly Ala 

Ala 

Thr 

65 

Leu 

Cys 

Ser 

Al; 

1 T 

a Leu 

70 

Tyr 

Val 

Gly 

Asp 

Met 

75 

Cys 

Gly Ala 

Val 

Phe 

80 

Leu 

Val 

Gly 

Gl 

1 

a Ala 

85 

Phe 

Thr 

Phe 

Arg 

Pro 

90 

Arg 

Arg His 

Gin 

Thr 

95 

Val 

Gin 

Thr 

Cy 

3 Asn 

100 

Cys 

Ser 

Leu 

Tyr 

Pro 

105 

Gly 

His Val 

Ser 

Gly 

110 

His 

Arg 

Met 

Al; 

a Trp 

115 

Asp 

Met 

Met 

Met 

Asn 

120 

Trp 

Ser Pro 

Ala 

Val 

125 

Gly 

Met 

Val 

Va! 

L Ala 

130 

His 

lie 

Leu 

Arg 

Leu 

135 

Pro 

Gin Thr 

Leu 

Phe 

140 

Asp 

lie 

Leu 

a:.< 

a Gly 

145 

Ala 

His 

Trp 

Gly 

He 

150 

Leu 

Ala Gly 

Leu 

Ala 

155 

Tyr 

Tyr 

Ser 

Mel 

1 

t Gin 

160 

Gly 

Asn 

Trp 

Ala 

Lys 

165 

Val 

Ala lie 

Val 

Met 

170 

lie 

185 

Met 

Phe 

Ser Gly 

175 

Val 

190 

Asp 

Ala 



180 


30 


35 


( 2 ) 


INFORMATION FOR SEQ ID IjrO:90: 

(i) 


372577 1 


ID Nl 

:hara< 


SEQUENCE C 

(A) LENGTH: 

(B) 

(C) 

(D) TOPOLOGYl 


CTERISTICS : 

192 amino acids 
TYPE: ajnino acid 

STRANDEDkESS : unknown 

unknown 



- 142 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: S54 

SEQUENCE DESCRIPTION: SEQ ID NO: 90: 


Leu Glu Trp 
Cys Ser Asn 


His Thr Pro 


Thr Cys Trp 
Gly Ala Thr 
Gly Ala Ala 
Gly Ala Val 
Arg His Gin 


His Leu Ser 


Ser Pro Ala 


Gin Thr Leu 


Ala Gly Leu 
Ala lie lie 


Arg Asn Thr Ser Gly Leu Tyr lie Leu Thr 
5 j 10 

Ser Ser lie Val Tyr Glu Ala Asp Asp Val 
20 | 25 

Gly Cys Val Pro Cys Val Gin Asp Gly Asn 
35 I 40 

Thr Pro Val Thr Pro Thr Val Ala Val Arg 
50 55 

Thr Ala Ser lie Arg Ser His Val Asp Leu 

65 70 

Thr Leu Cys Ser Ala Leu Tyr Val Gly Asp 

80 85 

Phe Leu Val Gly Gin Ala Phe Thr Phe Arg 

95 100 

Thr Val Gin Thr Cys Asn Cys Ser Leu Tyr 

110 I 115 

Gly His Arg Met Ala Trp Asp Met Met Met 

125 130 

Val Gly Met Val 'Val Ala His lie Leu Arg 

140 145 

Phe Asp lie Leu /.la Gly Ala His Trp Gly 

155 .160 

Ala Tyr Tyr Ser Met Gin Gly Asn Trp Ala 

170 175 

Met lie Met Phe Ser Gly Val Asp Ala 

185 190 


(2) INFORMATION FOR SEQ ID NO: 91: 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 192 amino acids 

(B) TYPE: anino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY unknown 

ORIGINAL SOURCE: 

(A) ORGANISM homosapiens 
(C) INDIVIDUAL ISOLATE: Z4 

SEQUENCE DESCRIPTION : SEQ ID NO: 91: 


Glu His Tyr Arg Asn Ala Ser Gly lie Tyr His lie Thr Asn Asp 

5 10 15 


372577 1 



# 1 * 


Cys 

Pro 

Asn 

Ser 

Ser 

lie 

Val 

iTyr 

Glu 

Ala 

Asp 

His 

His 

lie 

Leu 





20 






25 





30 

His 

Leu 

Pro 

Gly 

Cys 

Val 

Pro 

bys 

Val 

Met 

Thr 

Gly 

Asn 

Thr 

Ser 





35 






40 





45 

Arg 

Cys 

Trp 

Thr 

Pro 

Val 

Thr 

ffro 

Thr 

Val 

Ala 

Val 

Ala 

His 

Pro 





50 






55 





60 

Gly 

Ala 

Pro 

Leu 

Glu 

Ser 

Phe 

P 

rg 

Arg 

His 

Val 

Asp 

Leu 

Met 

Val 





65 






70 





75 

Gly 

Ala 

Ala 

Thr 

Leu 

Cys 

Ser 

A 

la 

Leu 

Tyr 

Val 

Gly Asp 

Leu 

Cys 





80 




[ 


85 





90 

Gly 

Gly 

Ala 

Phe 

Leu 

Met 

Gly 

G! 

_n 

Met 

lie 

Thr 

Phe 

Arg 

Pro 

Arg 





95 






100 





105 

Arg 

His 

Trp 

Thr 

Thr 

Gin 

Glu 

C; 


Asn 

Cys 

Ser 

He 

Tyr 

Thr 

Gly 





110 






115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Met 

a: 

.a 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Thr 

Thr 

Thr 

Leu 

Leu 

L< 

;u 

Ala 

Gin 

lie 

Met 

Arg 

Val 

Pro 





140 






145 





150 

Thr 

Ala 

Phe 

Leu 

Asp 

Met 

Val 

a; 

j 

- a 

Gly 

Gly 

His 

Trp 

Gly 

Val 

Leu 





155 




[ 


160 





165 

Ala 

Gly 

Leu 

Ala 

Tyr 

Phe 

Ser 

M 


Gin 

Gly 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

Val 

Leu 

Val 

Leu 

Phe 

Leu 

Phe 

4 

La 

Gly 

Val 

Asp 

Ala 








185 






190 







20 


25 


30 


( 2 ) 


INFORMATION FOR SEQ ID lfO:92: 

(i) 


(vi) 


SEQUENCE CHAR^ 

(A) LENGTH : 

(B) TYPE: aih 

(c) strandedn: 

(D) TOPOLOGY 

ORIGINAL SOURffc 
(A) ORGANISM 


CTERISTICS : 

192 amino acids 
ino acid 
ESS : unknown 

unknown 


E : 


homo s ap i en s 






(C) 

INDIVIDUi 

lL : 

ISOLATE : 

Z1 






(xi) 

SEQUENCE 

DESCI 

OPTION: 

: SEQ ID 

NO: ! 

92 : 



Val 

His 

Tyr 

Arg 

Asn 

5 

Ala 

Ser 

c 

i 1Y 

Val 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Pro 

Asn 

Thr 

Ser 

20 

lie 

Val 


yr 

Glu 

Thr 

25 

Glu 

His 

His 

lie 

Met 

30 

His 

Leu 

Pro 

Gly 

Cys 

35 

Val 

Pro 

c 

ys 

Val 

Arg 

40 

Thr 

Glu 

Asn 

Thr 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Pro 

50 

Leu 

Thr 

E 

>070 

Thr 

Val 

55 

Ala 

Ala 

Pro 

Tyr 

Pro 

60 

Asn 

Ala 

Pro 

Leu 

Glu 

65 

Ser 

Met 

P 


Arg 

His 

70 

Val 

Asp 

Leu 

Met 

Val 

75 

Gly 

Ala 

Ala 

Thr 

Met 

80 

Cys 

Ser 

P 

Jia 

Phe 

Tyr 

85 

lie 

Gly 

Asp 

Leu 

Cys 

90 


35 


372577 1 



10 


15 


20 


25 


30 


Gly Gly 
Arg His 
His Val 
Ser Pro 
Ser lie 
Ala Gly 
He Leu 


Val 

Trp 

Ser 

Thr 

Leu 

Leu 

Val 


Phe 

Thr 

Gly 

Ser 

Gly 

Ala 

Leu 


Leu 

95 

Thr 

110 

His 

125 

Ala 

140 

Asp 

155 

Phe 

170 

Phe 

185 


Val 

Gin 

Arg 

Leu 

Leu 

Phe 

Leu 




Gly 

^sp 

Met 


I'le 

I 

Leu 

Ser 

pie 


( 2 ) 


INFORMATION FOR SEQ IjD NO : 93 : 

(i) 


144 

Gin 

Leu 

Phe 

Asp 

Phe 

Arg 

Pro 

Arg 

Cys 

Asn 

100 

Cys 

Ser 

lie 

Tyr 

Pro 

105 

Gly 

Ala 

Trp 

115 

Asp 

Met 

Met 

Met 

Asn 

120 

Trp 

Met 

Ala 

130 

Gin 

lie 

Leu 

Arg 

lie 

135 

Pro 

Thr 

Gly 

145 

Gly 

His 

Trp 

Gly 

Val 

150 

Leu 

Met 

Gin 

160 

Ser 

Asn 

Trp 

Ala 

Lys 

165 

Val 

Ala 

Gly 

175 

Val 

190 

Glu 

Gly 



180 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

amino acid 


(vi) 


(xi) 


(B) 

(C) 

(D) 


ORIGINAL SOURCE: 


TYPE : 

STRANESeDNESS : unknown 

TOPOLOGY : unknown 


(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: Z6 

SEQUENCE DESCRIPTION: SEQ ID NO: 93: 


Val 

Asn 

Tyr 

Arg 

Asn 

5 

Ala 

Ser 

| 

Gly 

Val 

Tyr 

10 

His 

Val 

Thr 

Asn 

Asp 

15 

Cys 

Pro 

Asn 

Ser 

Ser 

20 

lie 

Val 

1 

Tyr 

Glu 

Ala 

25 

Glu 

His 

Gin 

lie 

Leu 

30 

His 

Leu 

Pro 

Gly 

Cys 

35 

Leu 

Pro 

| 

Cys 

Val 

Arg 

40 

Val 

Gly 

Asn 

Gin 

Ser 

45 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Leu 

T.hr 

Pro 

Thr 

Val 

55 

Ala 

Val 

Ser 

Tyr 

lie 

60 

Gly Ala 

Pro 

Leu 

Asp 

65 

Ser 

lieu 

1 

Arg 

Arg 

His 

70 

Val 

Asp 

Leu 

Met 

Val 

75 

Gly Ala 

Ala 

Thr 

Val 

80 

Cys 

Ser 

| 

Ala 

Leu 

Tyr 

85 

Val 

Gly 

Asp 

Leu 

Cys 

90 

Gly 

Gly 

Ala 

Phe 

Leu 

95 

Val 

Gly 

Gin 

Met 

Phe 

100 

Ser 

Phe 

Gin 

Pro 

Arg 

105 

Arg 

His 

Trp 

Thr 

Thr 

110 

Gin 

Asp 

Cys 

Asn 

Cys 

115 

Ser 

lie 

Tyr 

Ala 

Gly 

120 

His 

lie 

Thr 

Gly 

His 

125 

Arg 

Met 

Ala 

Trp 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 

Ser 

Pro 

Thr 

Thr 

Thr 

140 

Leu 

[Leu 

Leu 

Ala 

Gin 

145 

Val 

Met 

Arg 

lie 

Pro 

150 

Ser 

Thr 

Leu 

Val 

Asp 

155 

Leu 

Leu 

Ala 

Gly 

Gly 

160 

His 

Trp 

Gly 

Val 

Leu 

165 


35 


372577 1 



14 5 


10 


15 


20 


25 


30 


35 


Val Gly Leu Ala Tyr Phe Met Gin Ala Asn Trp Ala 

lie 


V 

170 l 175 


Lys Val 
180 


Leu Val Leu Phe Leu Phe Ala Gly Val Asp Ala 
185 I 190 


(2) INFORMATION FOR SEQ ID NO : 94 : 


(i) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH :\ 192 amino acids 

(B) TYPE: amino acid 


(C) 

(D) 


STRANDEDNESS : unknown 


(vi) 


(xi) 


TOPOLOGY : unknown 

ORIGINAL SOURCE: 

(A) ORGANISM}: homosapiens 

(C) INDIVIDUAL ISOLATE: Z7 

SEQUENCE DESCRIPTION: SEQ ID NO : 94 


Val 

Asn 

Tyr 

His 

Asn 

5 

Ala 

Cys 

Pro 

Asn 

Ser 

Ser 

20 

lie 

His 

Leu 

Pro 

Gly 

Cys 

35 

Val 

Arg 

Cys 

Trp 

Val 

Ala 

50 

Leu 

Gly 

Ala 

Pro 

Leu 

Glu 

65 

Ser 

Gly Ala 

Ala 

Thr 

Val 

80 

Cys 

Gly 

Gly 

Val 

Phe 

Leu 

95 

Val 

Arg 

His 

Trp 

Thr 

Thr 

110 

Gin 

His 

Val 

Thr 

Gly 

His 

125 

Arg 

Ser 

Pro 

Thr 

Thr 

Thr 

140 

Leu 

Ser 

Thr 

Leu 

Val 

Asp 

155 

Leu 

lie 

Gly 

Val 

Ala 

Tyr 

170 

Phe 

lie 

Leu 

Val 

Leu 

Phe 

185 

Leu 


(2) INFORMATION FOR SEQ ID NO: 95: 


(i) 


SEQUENCE C 

(A) LENGTH 

(B) TYPE 

(C) STRANtfE 


372577 1 


Tyr 

10 

His 

He 

Thr 

Asn 

Asp 

15 

Ala 

25 

Glu 

His 

His 

lie 

Leu 

30 

Arg 

40 

Glu 

Gly 

Asn 

Gin 

Ser 

45 

Val 

55 

Ala 

Ala 

Pro 

Tyr 

lie 

60 

His 

70 

Val 

Asp 

Leu 

Met 

Val 

75 

Tyr 

85 

lie 

Gly 

Asp 

Leu 

Cys 

90 

Phe 

100 

Ser 

Phe 

Gin 

Pro 

Arg 

105 

Cys 

115 

Ser 

lie 

Tyr 

Ala 

Gly 

120 

Asp 

130 

Met 

Met 

Met 

Asn 

Trp 

135 

Gin 

145 

Val 

Met 

Arg 

lie 

Pro 

150 

Gly 

160 

His 

Trp 

Gly 

lie 

Leu 

165 

Ala 

175 

Val 

190 

Asn 

Asp 

Trp 

Ala 

Ala 

Lys 

Val 

180 


haracteristics . 

192 amino acids 
amino acid 
DNESS : unknown 



146 


(vi) 


(xi) 


( D ) TOPOLGGY : unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DK13 

SEQUENCE DESCRIPTION: SEQ ID NO: 95: 


10 


15 


20 


Tyr 

Asn 

Tyr 

Arg 

Asn 

Ser 

Ser 

Gly 

Val 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 






10 





15 

Cys 

Pro 

Asn 

Ser 

Ser 

lie 

Val 

Tyr 

Glu 

Thr 

Asp 

Tyr 

His 

lie 

Leu 





20 






25 





30 

His 

Leu 

Pro 

Gly 

Cys 

Val 

Pro 

i 

Cys 

Val 

Arg 

Glu 

Gly 

Asn 

Lys 

Ser 





35 






40 





45 

Thr 

Cys 

Trp 

Val 

Ser 

Leu 

Thr 

Pro 

Thr 

Val 

Ala 

Ala 

Gin 

His 

Leu 





50 






55 





60 

Asn 

Ala 

Pro 

Leu 

Glu 

Ser 

Leu 

Arg 

Arg 

His 

Val 

Asp 

Leu 

Met 

Val 





65 






70 





75 

Gly 

Gly 

Ala 

Thr 

Leu 

Cys 

Ser 

1 

Ala 

Leu 

Tyr 

lie 

Gly 

Asp 

Val 

Cys 





80 






85 





90 

Gly 

Gly 

Val 

Phe 

Leu 

Val 

Gly 

Gin 

Leu 

Phe 

Thr 

Phe 

Gin 

Pro 

Arg 





95 






100 





105 

Arg 

His 

Trp 

Thr 

Thr 

Gin 

Afep 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Thr 

Gly 





110 






115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Thr 

Ala 

Thr 

Leu 

Val 

Leu 

Ala 

Gin 

Leu 

Met 

Arg 

lie 

Pro 





140 


j 

1 



145 





150 

Gly 

Ala 

Met 

Val 

Asp 

Leu 


peu 

Ala 

Gly 

Gly 

His 

Trp 

Gly 

lie 

Leu 





155 






160 





165 

Val 

Gly 

lie 

Ala 

Tyr 

Phe 


3er 

Met 

Gin 

Ala 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

lie 

Leu 

Val 

Leu 

Phe 

Leu 

'Phe 

Ala 

Gly 

Val 

Asp 

Ala 








185 






190 







25 


30 


35 


( 2 ) 


INFORMATION FOR SEQ ID NO: 96 

(i) 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 192 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA1 


SEQUENCE 


Val 


Pro Tyr Arg Asn Ala 
5 


DESCRIPTION: SEQ ID NO: 96: 

Ser Gly Val Tyr His Val Thr 
10 


Asn Asp 
15 


372577 1 



147 


10 


15 


20 


25 


30 


35 


Cys 

Pro 

Asn 

Ser 

Ser 

lie 

Vc 

il 

Tyr 

Glu 

Ala 

Asp 

Ser 

Leu 

lie 

Leu 





20 






25 





30 

His 

Ala 

Pro 

Gly 

Cys 

Val 

Pi 

:o 

Cys 

Val 

Arg 

Gin 

Asp 

Asn 

Val 

Ser 





35 






40 





45 

Arg 

Cys 

Trp 

Val 

Gin 

He 

Tit 

lr 

Pro 

Thr 

Leu 

Ser 

Ala 

Pro 

Thr 

Phe 





50 






55 





60 

Gly Ala 

Val 

Thr 

Ala 

Pro 

Le 

su 

Arg 

Arg 

Ala 

Val 

Asp 

Tyr 

Leu 

Ala 





65 






70 





75 

Gly 

Gly 

Ala 

Ala 

Leu 

Cys 

s 


Ala 

Leu 

Tyr 

Val 

Gly 

Asp 

Ala 

Cys 





80 






85 





90 

Gly Ala 

Val 

Phe 

Leu 

Val 

g: 

-y 

Gin 

Met 

Phe 

Thr 

Tyr 

Arg 

Pro 

Arg 





95 



1 



100 





105 

Gin 

His 

Thr 

Thr 

Val 

Gin 

As 

p 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Ser 

Gly 





110 



1 



115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Ms 

at 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

Ls 

5U 

Met 

Ala 

Gin 

Met 

Leu 

Arg 

lie 

Pro 





140 






145 





150 

Gin 

Val 

Val 

lie 

Asp 

lie 

I] 

_e 

Ala 

Gly 

Gly 

His 

Trp 

Gly 

Val 

Leu 





155 






160 





165 

Phe 

Ala 

Ala 

Ala 

Tyr 

Phe 

A] 

.a 

Ser 

Ala 

Ala 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

Val 

Leu 

Val 

Leu 

Phe 

Leu 

PY 

le 

Ala 

Gly 

Val 

Asp 

Gly 








185 






190 







(2) INFORMATION FOR SEQ E 


(i) 


(vi) 


<xi) 


D NO: 97 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 192 amino acids 

(B) TYPE: amino acid 

(C) STRANEEDNESS : unknown 

(D) TOPOLOGY: unknown 

ORIGINAL SOURCE : 

(A) ORGANISM : homosapiens 

(C) INDIVIDUAL ISOLATE: SA4 

SEQUENCE DESCRIPTION: SEQ ID NO: 97: 


Pro Asn Ser Ser lie V, 
20 


10 

£l Tyr Glu Ala Asp Asn Leu lie 
25 


Ala Pro Gly Cys Val Ppro Cys Val Arg Gin Asp Asn Val 


35 


80 


372577 1 


Val Pro Tyr Arg Asn Ala S^r Gly Val Tyr His Val Thr Asn 
Cys 
His 

Lys Cys Trp Val Gin lie Tjhr Pro Thr Leu Ser Ala Pro Asn 

50 55 

Gly Ala Val Thr Ala Pro Leu Arg Arg Ala Val Asp Tyr Leu 

65 70 

Gly Gly Ala Ala Leu Cys Ser Ala Leu Tyr Val Gly Asp Ala 


40 


85 


Asp 

15 

Leu 

30 

Ser 

45 

Leu 

60 

Ala 

75 

Cys 

90 



148 


Gin Met Phe 
100 

Cys Asn Cys 
115 

Ala Trp Asp 
130 

Met Ala Gin 
145 

Ala Gly Gly 
160 

Ser Ala Ala 
175 

Ala Gly Val 
190 


INFORMATION FOR SEQ ID NO: 98: 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

(B) TYPE: amino acid 

( C ) STRANDElpNE S S : unknown 

(D) TOPOLOGY: unknown 


ORIGINAL SOURCE: 

(A) ORGANIS^l: homosapiens 

(C) INDIVIDUAL ISOLATE: SA5 


SEQUENCE DESCRIPTION: SEQ ID NO: 98 


Pro Tyr Arg Asn Ala Ser Gly Val Tyr His Val Thr 

5 10 

Pro Asn Ser Ser lie Val Tyr Glu Ala Asp Asn Leu 

20 25 

Ala Pro Gly Cys Val Pro Cys Val Lys Glu Gly Asn 

35 40 

Cys Trp Val Gin lie Thr Pro Thr Leu Ser Ala Pro 

50 55 

Ala Val Thr Ala Pro Leu Arg Arg Val Val Asp Tyr 

65 70 

Gly Ala Ala Leu Cys Ser Ala Leu Tyr Val Gly Asp 

80 85 

Ala Val Phe Leu Val Gly Gin Met Phe Thr Tyr Arg 

95 100 

His Thr Thr Val Gin Asp Cys Asn Cys Ser lie Tyr 

110 115 

lie Thr Gly His Arg Met Ala Trp Asp Met Met Met 

125 130 

Pro Thr Thr Ala Leu Val Met Ala Gin Val Leu Arg 

140 145 

Val Val lie Asp lie lie Ala Gly Gly His Trp Gly 

155 \ 160 


372577 1 



10 


15 


20 


25 


30 


Phe Ala Val Ala Tyr Phe Al4 

170 

Val Leu Val Leu Phe Leu Phe] 

185 


( 2 ) 


INFORMATION FOR SEQ ID 

(i) 


149 - 

Ser Ala Ala Asn Trp Ala 
175 

Ala Gly Val Asp Gly 
190 

NO: 99 : 


Lys Val 
180 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

(B) TYPE: pino acid 

( C ) STRANDEDNESS : unknown 

(D) TOPOLOGjf : unknown 

ORIGINAL SOURCE: 

(A) ORGANISE: homosapiens 

(C) INDIVIDUAL ISOLATE: SA6 

SEQUENCE DESCRIPTION: SEQ ID NO: 99: 


Val 

Pro 

Tyr 

Arg 

Asn 

Ala 

Se 

i:r 

Gly 

Val 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 






10 





15 

Cys 

Pro 

Asn 

Ser 

Ser 

lie 

Va 


Tyr 

Glu 

Ala 

Asp 

Asp 

Leu 

lie 

Leu 





20 






25 





30 

His 

Ala 

Pro 

Gly 

Cys 

Val 

Pr 

o 

Cys 

Val 

Arg 

Lys 

Asp 

Asn 

Val 

Ser 





35 


1 




40 





45 

Arg 

Cys 

Trp 

Val 

His 

lie 

TH 

r 

Pro 

Thr 

Leu 

Ser 

Ala 

Pro 

Ser 

Leu 





50 



1 



55 





60 

Gly Ala 

Val 

Thr 

Ala 

Pro 

Le 

!U 

Arg 

Arg 

Ala 

Val 

Asp 

Tyr 

Leu 

Ala 





65 






70 





75 

Gly 

Gly 

Ala 

Ala 

Leu 

Cys 

S* 

:r 

Ala 

Leu 

Tyr 

Val 

Gly 

Asp 

Val 

Cys 





80 






85 





90 

Gly Ala 

Leu 

Phe 

Leu 

Val 

g: 

y 

Gin 

Met 

Phe 

Thr 

Tyr 

Arg 

Pro 

Arg 





95 






100 





105 

Gin 

His 

Ala 

Thr 

Val 

Gin 

As 

p 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Ser 

Gly 





110 






115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Me 

t 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Ala 

Thr 

Ala 

Leu 

Va 

.1 

Met 

Ala 

Gin 

Met 

Leu 

Arg 

lie 

Pro 





140 






145 





150 

Gin 

Val 

Val 

He 

Asp 

lie 

i:. 

e 

Ala 

Gly 

Gly 

His 

Trp 

Gly 

Val 

Leu 





155 






160 





165 

Phe 

Ala 

Ala 

Ala 

Tyr 

Phe 

a: 

a 

Ser 

Ala 

Ala 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

Val 

Leu 

Val 

Leu 

Phe 

Leu 

pt 

e 

Ala 

Gly 

Val 

Asp 

Ala 








185 






190 







35 


(2) INFORMATION FOR SEQ ijD NO: 100: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH t 192 amino acids 

(B) TYPE: I amino acid 

(C) STRANDEDNESS: unknown 


372577 1 



150 


(D) TOPOLOGY: unknown 


10 


15 


20 


25 


30 


35 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA7 

SEQUENCE DESCRIPTION: SEQ ID NO: 100: 


Val 

Pro 

Tyr 

Arg 

Asn 

Ala 

Ser 

• 

Gly 

Val 

Tyr 

His 

Val 

Thr 

Asn 

Asp 





5 






10 





15 

Cys 

Pro 

Asn 

Ser 

Ser 

lie 

Val 

Tyr 

Glu 

Ala 

Asp 

Asn 

Leu 

lie 

Leu 





20 






25 





30 

His 

Ala 

Pro 

Gly 

Cys 

Val 

P] 

ro 

Cys 

Val 

Arg 

Gin 

Asn 

Asn 

Val 

Ser 





35 






40 





45 

Arg 

Cys 

Trp 

Val 

Gin 

lie 

T1 

ir 

Pro 

Thr 

Leu 

Ser 

Ala 

Pro 

Asn 

Leu 





50 






55 





60 

Gly Ala 

Val 

Thr 

Ala 

Pro 

L< 


Arg 

Arg 

Ala 

Val 

Asp 

Tyr 

Leu 

Ala 





65 






70 





75 

Gly 

Gly 

Ala 

Ala 

Leu 

Cys 

Si 


Ala 

Leu 

Tyr 

Val 

Gly 

Asp 

Ala 

Cys 





80 






85 





90 

Gly Ala 

Val 

Phe 

Leu 

Val 

g: 

-y 

Gin 

Met 

Phe 

Ser 

Tyr 

Arg 

Pro 

Arg 





95 






100 





105 

Gin 

His 

Thr 

Thr 

Val 

Gin 

At 

pp 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Ser 

Gly 





110 



| 



115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Met 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

vl 

al 

Met 

Ala 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 


I 




145 





150 

Gin 

Val 

Val 

lie 

Asp 

lie 

i: 

Le 

Ala 

Gly 

Gly 

His 

Trp 

Gly 

Val 

Leu 





155 






160 





165 

Phe 

Ala 

Ala 

Ala 

Tyr 

Phe 

a: 

La 

Ser 

Ala 

Ala 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

Val 

Leu 

Val 

Leu 

Phe 

Leu 

i] 

ne 

Ala 

Gly 

Val 

Asp 

Ala 








185 






190 







( 2 ) 


INFORMATION FOR SEQ 
(i) 


ID NO: 101 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 amino acids 

(B) TYPE: amino acid 

(C) STRAtfDEDNESS: unknown 

(D) TOPOLOGY: unknown 

ORIGINAL (SOURCE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA13 


SEQUENCE 


Val Pro Tyr Arg Asn Ala 

5 


372577 1 


DESCRIPTION: SEQ ID NO: 101: 

Ser Gly Val Tyr His Val Thr Asn Asp 
10 15 



10 


15 


151 - 


Cys 

Pro 

Asn 

Ser 

Ser 

lie 

Vc 

.1 

Tyr 

Glu 

Ala 

Asp 

Asp 

Leu 

lie 

Leu 





20 






25 





30 

His 

Ala 

Pro 

Gly 

Cys 

Val 

Pr 

o 

Cys 

Val 

Arg 

Gin 

Gly 

Asn 

Val 

Ser 





35 






40 





45 

Arg 

Cys 

Trp 

Val 

Gin 

lie 

Tb 

r 

Pro 

Thr 

Leu 

Ser 

Ala 

Pro 

Ser 

Leu 





50 






55 





60 

Gly 

Ala 

Val 

Thr 

Ala 

Pro 

Le 

u 

Arg 

Arg 

Ala 

Val 

Asp 

Tyr 

Leu 

Ala 





65 






70 





75 

Gly 

Gly 

Ala 

Ala 

Leu 

Cys 

Se 

r 

Ala 

Leu 

Tyr 

Val 

Gly 

Asp 

Ala 

Cys 





80 






85 





90 

Gly 

Ala 

Val 

Phe 

Leu 

Val 

Gl 

y 

Gin 

Met 

Phe 

Thr 

Tyr 

Ser 

Pro 

Arg 





95 






100 





105 

Arg 

His 

Asn 

Val 

Val 

Gin 

Asp 

Cys 

Asn 

Cys 

Ser 

lie 

Tyr 

Ser 

Gly 





110 






115 





120 

His 

lie 

Thr 

Gly 

His 

Arg 

Met 

c 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Thr 

Thr 

Ala 

Leu 

val 

Met 

Ala 

Gin 

Leu 

Leu 

Arg 

lie 

Pro 





140 






145 





150 

Gin 

Val 

Val 

lie 

Asp 

lie 

lie 

Ala 

Gly 

Ala 

His 

Trp 

Gly 

Val 

Leu 





155 






160 





165 

Phe 

Ala 

Ala 

Ala 

Tyr 

Tyr 

A'la 

Ser 

Ala 

Ala 

Asn 

Trp 

Ala 

Lys 

Val 





170 






175 





180 

Val 

Leu 

Val 

Leu 

Phe 

Leu 

Phe 

Ala 

Gly 

Val 

Asp 

Ala 








185 






190 







20 


25 


(2) INFORMATION FOR SEQ / ID NO: 102: 

(i) 


(Vi) 


(xi) 


SEQUENCE (CHARACTERISTICS : 

(A) LENGTH: 192 amino acids 

(B) TYPE: amino acid 

(C) 

(D) 


STR^NDEDNESS : unknown 

TOPOLOGY : unknown 


ORIGINALl SOURCE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: HK2 

SEQUENCE DESCRIPTION: SEQ ID NO: 102: 


30 


Leu 

Thr 

Tyr 

Gin 

Asn 

1 

Se 

f 

Ser 

Gin 

Leu 

Tyr 

10 

His 

Leu 

Thr 

Asn 

Asp 

15 

Cys 

Pro 

Asn 

Ser 

Ser 

20 

11 


Val 

Leu 

Glu 

Ala 

25 

Asp 

Ala 

Met 

lie 

Leu 

30 

His 

Leu 

Pro 

Gin 

Cys 

35 

Le 

J 

Pro 

Cys 

Val 

Arg 

40 

Val 

Asp 

Asp 

Arg 

Ser 

45 

Thr 

Cys 

Trp 

His 

Ala 

50 

Va 

L 

Thr 

Pro 

Thr 

Leu 

55 

Ala 

He 

Pro 

Asn 

Ala 

60 

Ser 

Thr 

Pro 

Ala 

Thr 

65 

Gl 

n 

Phe 

Arg 

Arg 

His 

70 

Val 

Asp 

Leu 

Leu 

Ala 

75 

Gin 

Ala 

Ala 

Val 

Val 

80 

cy 

s 

Ser 

Ser 

Leu 

Tyr 

85 

lie 

Gin 

Asp 

Leu 

Cys 

90 


35 


372577 1 



- 152 - 


Gin 

Ser 

Leu 

Phe 

Leu 

Ala 

Glr 

L 

Gin 

Leu 

Phe 

Thr 

Phe 

Gin 

Pro 

Arg 





95 






100 





105 

Arg 

His 

Trp 

Thr 

Val 

Gin 

As i 

> 

Cys 

Asn 

Cys 

Ser 

He 

Tyr 

Thr 

Gin 





110 


Mei 




115 





120 

His 

Val 

Thr 

Gin 

His 

Arg 


l 

Ala 

Trp 

Asp 

Met 

Met 

Met 

Asn 

Trp 





125 






130 





135 

Ser 

Pro 

Thr 

Thr 

Thr 

Leu 

Val 

Leu 

Ser 

Ser 

lie 

Leu 

Arg 

Val 

Pro 





140 






145 





150 

Glu 

lie 

Cys 

Ala 

Ser 

Val 

lie 

Phe 

Gin 

Gin 

His 

Trp 

Gin 

lie 

Leu 





155 






160 





165 

Leu 

Ala 

Val 

Ala 

Tyr 

Phe 

Glh 

Met 

Ala 

Gin 

Asn 

Trp 

Leu 

Lys 

Val 





170 






175 





180 

Leu 

Ala 

Val 

Leu 

Phe 

Leu 

Ph!e 

Ala 

Gin 

Val 

Glu 

Ala 








185 






190 







10 


( 2 ) 


INFORMATION FOR SEQ ID NO: 103 


15 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPEj: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


(vi) ORIGINAL |SOURCE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DK7 


20 


25 


30 


35 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 103 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGT 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCT 

AGA 

TTG 

GGT 

GTG 

CGC 

GCG 

CCG 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 1 

CGA 

GGT 

AGA 

CGT 

CAG 

CCT 

ATC 

195 

CCC 

AAG 

GCA 

CGT 

CGG 

CCC 

GAG 

GGC 

AGG 

ACC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

TGC 

273 

GGG 

TGG 

GCG 

GGA 

TGG 

CTC 

CTG 

TCT 

CCC 

CGT 

GGC 

TCT 

CGG 

312 

CCT 

AGC 

TGG 

GGC 

CCC 

ACM 

GAC 

CCC 

CGG 

CGC 

AGG 

TCG 

CGC 

351 

AAT 

TTG 

GGT 

AAA 

GTC 

AT d 

GAT 

ACC 

CTT 

ACG 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAG 

ATA 

CCG 

CTC 

GTC 

GGC 

GCC 

CCT 

429 

CTT 

GGA 

GGC 

GCT 

GCC 

AGG 

GCC 

CTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

GTT 

CTG 

GAA 

GAC 

GGC 

GTG 

AAC 

TAT 

GCA 

ACA 

GGG 

AAC 

CTT 

507 

CCT 

GGT 

TGC 

TCT 

TTC 

TCfr 

ATC 

TTC 

CTT 

TTG 

GCC 

CTG 

CTC 

546 

TCT 

TGC 

CTG 

ACC 

GTG 

CCjC 

GCT 

TCG 

GCC 





573 


( 2 ) 


INFORMATION FOR ISEQ ID NO: 104: 


(i) 


I 

SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: nucleic acid 


372577 1 



I 


- 153 - 


(C) STRMJDEDNESS : single 

(D) TOPOLOGY: linear 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: US11 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 104: 




ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 



AAC 

ACC 

AAC 

CGT 

CGC 

ccaJ 

1 CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGT 

78 



GGC 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 



AGG 

GGC 

CCT 

AGA 

TTG 

GGT 

GTG 

CGC 

GCG 

ACG 

AGG 

AAG 

ACT 

156 



TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGA 

GGT 

AGA 

CGT 

CAG 

CCT 

ATC 

195 


10 

CCC 

AAG 

GCA 

CGT 

CGG 

CCC; 

GAG 

GGC 

AGG 

ACC 

TGG 

GCT 

CAG 

234 



CCC 

GGG 

TAC 

CCT 

TGG 

ccq 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

TGC 

273 



GGG 

TGG 

GCG 

GGA 

TGG 

CTC 

CTG 

TCT 

CCC 

CGT 

GGC 

TCT 

CGG 

312 

s 


CCT 

AGC 

TGG 

GGC 

CCC 

ACG 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGC 

351 



AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTT 

ACG 

TGC 

GGC 

TTC 

390 



GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATA 

CCG 

CTC 

GTC 

GGC 

GCC 

CCT 

429 

lr* 


CTC 

GGA 

GGC 

GCT 

GCC 

AGG 

GCC 

CTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

•rr;; 

15 

GTT 

CTG 

GAA 

GAC 

GGC 

GT ( G 

AAC 

TAT 

GCA 

ACA 

GGG 

AAC 

CTT 

507 


CCT 

GGT 

TGC 

TCT 

TTC 

TqT 

ATC 

TTC 

CTT 

CTG 

GCC 

CTG 

CTC 

546 



TCT 

TGC 

CTG 

ACT 

GTG 

CGC 

GCT 

TCA 

GCC 





573 


(2) INFORMATION FORj SEQ ID NO: 105: 

(i) SEQUENCE CHARACTERISTICS: 

(A) /LENGTH: 573 base pairs 

(B) / TYPE: nucleic acid 

(C) | STRANDEDNESS : single 

(D) /TOPOLOGY: linear 


25 


30 


35 


(vi) ORIGffNAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) I INDIVIDUAL ISOLATE: S14 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 105: 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGT 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGT 

CAG 

ATC 

GTT] 

GGT 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCT 

AGA 

TTG 

GGT 

GTG 

CGC 

GCG 

ACG 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGA 

GGT 

AGA 

CGT 

CAG 

CCT 

ATC 

195 

CCC 

AAG 

GCA 

CGT 

CG9 

CCC 

GAG 

GGC 

AGG 

ACC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAT 

CCT 

TGG 

CCC 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

TGC 

273 

GGG 

TGG 

GCG 

GGA 

TGG 

CTC 

CTG 

TCT 

CCC 

CGT 

GGC 

TCT 

CGG 

312 

CCT 

AGC 

TGG 

GGC 

cc£ 

ACA 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGC 

351 

AAT 

TTG 

GGT 

AAG 

GTCT 

ATC 

GAT 

ACC 

CTC 

ACG 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATA 

CCG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTC 

GGG 

GGC 

GCT 

GCC 

AGG 

GCC 

CTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 


» 


372577 1 



154 


GTT 

CTG 

GAA 

GAC 

GGC 

GTG 

AAC TAT 
Alb TTC 
GCT TCA 
\ 

GCA ACA 

GGG 

AAC 

CTT 

CCT 

GGT 

TGC 

TCT 

TTC 

TCT 

CTC CTA 

GCC 

CTG 

CTT 

TCT 

TGC 

CTG 

ACT 

GTG 

CCC 

GCC 




(2) 

INFORMATION FOR SEQ ID NO 

: 106 : 





10 


15 


20 


25 


30 


35 


(i) 


SEQUENCE Cl 


1ARACTERISTICS: 


573 base pairs 
nucleic acid 


(A) LENGTH! 

(B) TYPE: 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


(vi) 


ORIGINAL SO' 
(A) ORGAN IS 
(C) INDIVID 


URCE: 

M: homosapiens 

UAL ISOLATE: SW1 




(xi) 


SEQUENCE DE 

ASCRIPTION: SEQ : 

ID NO : 1 

ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCI 

1 CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

AAC 

ACC 

AAC 

CGT 

CGC 

CCA 

CAG 

5 GAC 

GTC 

AAG 

TTC 

CCG 

GGT 

GGC 

GGT 

CAG 

ATC 

GTT 

GGT 

GGP 

^ GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCT 

AGA 

TTG 

GGT 

GTG 

; cgc 

GCG 

ACG 

AGG 

AAG 

ACT 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGP 

^ GGT 

AGA 

CGT 

CAG 

CCT 

ATC 

CCC 

AAG 

GCG 

CGT 

CGG 

CCC 

GAG 

j GGC 

AGG 

ACC 

TGG 

GCT 

CAG 

CCC 

GGG 

TAT 

CCT 

TGG 

CCC 

CTG 

| TAT 

GGC 

AAT 

GAG 

GGC 

TGC 

GGA 

TGG 

GCG 

GGA 

TGG 

CTC 

CTG 

f TCC 

CCC 

CGT 

GGC 

TCT 

CGG 

CCT 

AGC 

TGG 

GGC 

CCT 

ACA 

GAC 

E CCC 

CGG 

CGT 

AGG 

TCG 

CGC 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GA 1 ] 

L ACC 

CTC 

ACG 

TGC 

GGC 

TTC 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

at: 

1 CCG 

CTC 

GTC 

GGC 

GCC 

CCT 

CTT 

GGA 

GGC 

GCT 

GCC 

AGG 

GCC 

: CTG 

GCG 

CAT 

GGC 

GTC 

CGG 

GTT 

CTG 

GAA 

GAC 

GGC 

GTG 

AAC 

: TAT 

GCA 

ACA 

GGG 

AAC 

CTT 

CCT 

GGT 

TGC 

TCT 

TTC 

TCT 

ATG 

: TTC 

CTT 

CTG 

GCC 

CTG 

CTT 

TCT 

TGC 

CTG 

ACA 

GTG 

CCC 

GCG 

l TCA 

GCC 





(2) 

INFORMATION FOR SEQ I 

:D NO: 

107 : 





(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: nucleic acid 


(C) 

(D) 


STRAW 


TOPOLOGY: linear 


(vi) 


(xi) 

ATG AGC ACA AAT 
AAC ACC AAC CGT 


372577 1 


ORIGINAL 
(A) ORGAtt 
(C) INDIJJ 


SOURCE : 

ISM: homosapiens 

IDUAL ISOLATE: S18 


SEQUENCE 

CCT AAA 
CGC CCA 


DEDNESS : single 


DESCRIPTION: SEQ ID NO: 107 


dCT CAA AGA AAA ACC AAA CGT 
ClAG GAC GTT AAG TTC CCG GGT 


507 

546 

573 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


39 

78 



10 


15 


r 155 


GGC 

GGT 

CAG 

ATC 

GTT 

GGT 

GGi 


GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCT 

AGA 

TTG 

GGT 

GT< 

b 

CGC 

GCG 

ACG 

AGG 

AAG 

ACT 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGC 

GGT 

AGA 

CGT 

CAG 

CCT 

ATC 

CCC 

AAG 

GCG 

CGT 

CGG 

CCC 

GA<b 

GGC 

AGG 

ACC 

TGG 

GCT 

CAG 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

TGC 

GGG 

TGG 

GCG 

GGA 

TGG 

CTC 

CTG 

TCC 

CCC 

CGT 

GGC 

TCC 

CGG 

CCT 

AGC 

TGG 

GGC 

CCT 

ACA 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGC 

AAT 

TTG 

GGC 

AAA 

GTC 

ATC 

GAT 

ACC 

CTC 

ACG 

TGC 

GGC 

TTC 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT 

CCG 

CTC 

GTC 

GGC 

GCC 

CCT 

CTC 

GGA 

GGC 

GCT 

GCC 

AGG 

GCC 

CTG 

GCG 

CAT 

GGC 

GTC 

CGG 

GTT 

CTG 

GAA 

GAC 

GGC 

GTG 

AAC 

TAT 

GCA 

ACA 

GGG 

AAC 

CTT 

CCT 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTC 

CTT 

CTG 

GCC 

CTG 

CTC 

TCT 

TGT 

CTG 

ACT 

GTG 

CCC 

GC( 

s 

1 

TCA 

GCT 





(2) 

INFORMATION FOR SEQ 

[D NO 

: 108 

• . 





(i) 


HARACTER I ST I CS : 


573 base pairs 


(vi) 


SEQUENCE C 

(A) LENGTH 

(B) TYPE:) nucleic acid 

(C) STRAMDEDNESS : single 

(D) TOPOLOGY : linear 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DR4 


20 


25 


30 




(xi) 


SEQUENCE DESCRIPTION: SEQ ! 

ID NO: 108 : 

ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

AAC 

ACC 

AAC 

CGT 

CGC 

CCA 

qAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGT 

GGC 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCT 

AGA 

TTG 

GGT 

CnTG 

CGC 

GCG 

ACG 

AGG 

AAG 

ACT 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGA 

GGT 

AGA 

CGT 

CAG 

CCT 

ATC 

CCC 

AAG 

GCG 

CGT 

CGG 

CCC 

pAG 

GGC 

AGG 

ACC 

TGG 

GCT 

CAG 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

TGC 

GGG 

TGG 

GCG 

GGA 

TGG 

CTC 

(CTG 

TCC 

CCC 

CGT 

GGC 

TCT 

CGG 

CCT 

AGC 

TGG 

GGC 

CCC 

ACA 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGC 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAC 

ACC 

CTC 

ACG 

TGC 

GGC 

TTC 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC | 

ATC 

CCG 

CTC 

GTC 

GGC 

GCC 

CCC 

CTT 

GGG 

GGC 

GCT 

GCC 

AGG 

GCC 

CTG 

GCG 

CAT 

GGC 

GTC 

CGA 

GTT 

CTG 

GAA 

GAC 

GGC 

GTG/ 

AAC 

TAT 

GCA 

ACA 

GGG 

AAT 

CTT 

CCT 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTC 

CTT 

TTG 

GCT 

TTG 

CTC 

TCT 

TGC 

TTG 

ACC 

GTG 

cca 

GCA 

TCG 

GCC 





(2) 

INFORMATION FOR SEQ ID NO 

: 109 : 





35 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) T^PE: nucleic acid 

(C) STRANDEDNESS: single 


372577 1 




117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 



56 


(D) TOPOLOGY linear 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA10 


5 


10 


15 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 109: 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

ga!c 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTC 

TAT 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACG 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CAG 

CCC 

GAG 

GGC 

AGG 

ACC 

TGG 

GCC 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

T^T 

GGC 

AAT 

GAG 

GGC 

TTG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

TGA 

CCC 

CGT 

GGC 

TCT 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

ACG 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGT 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

AGC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT 

CCG 

CTC 

GTC 

GGC 

GCC 

CCT 

429 

TTA 

GGG 

GGC 

GCT 

GCC 

AGG 

GCC 

TTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

GTT 

CTG 

GAA 

GAC 

GGC 

GTG 

AAC 

TAT 

GCA 

ACA 

GGG 

AAT 

TTG 

507 

CCC 

GGT 

TGC 

CCT 

TTC 

TCT 

ATC 

TjTC 

CTC 

TTG 

GCT 

TTG 

CTG 

546 

TCC 

TGT 

TTA 

ACC 

ATC 

CCA 

GCT 

TCC 

GCT 





573 


(2) INFORMATION FOR SEQ ID NO: 110: 


20 


25 


30 


35 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH :l 573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEpNESS : single 

(D) TOPOLOGY: linear 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: S45 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 110: 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT, 

CAA 

AGA 

CAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGT 

CAG 

ATC 

GTT 

GGT 

ggA 

GTT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCA 

CAA 

CCT 

CGT 

GGA 

CGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CGG 

CCC 

GAG 

GGC 

AGG 

GCC 

TGG 

GCC 

CAG 

234 

CCC 

GGG 

CAT 

CCT 

TGG 

CCC 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

TTG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

TCA 

CCC 

CGT 

GGC 

TCC 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

ACG 

gaI: 

CCC 

CGG 

CGT 

AGG 

TCG 

CGC 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTC 

ACG 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT 

CCG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTA 

GGG 

GGC 

GCT 

GCC 

AGA 

GCC 

TTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

GTT 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC 

TAT 

GCA 

ACA 

GGG 

AAT 

CTG 

507 


| 


372577 1 



CCC GGT TGC TCT TTC TCT ATC TTC CTC TTG GCT CTG CTG 546 

TCC TGC TTG ACC ATC CCA GGT TCC GCT 573 


(2) INFORMATION FOR SEQ ID NO: 111: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: ^nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: D1 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 111: 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA | 

GTT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

] CGC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CGG 

CCC 

GAG 

GGT 

AGG 

GCC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

TAT 

GGC 

AAC 

GAG 

GGC 

TTG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

TCA 

CCC 

CGC 

GGC 

TCC 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

ACC 

GAO 

CCC 

CGG 

CGT 

AGG 

TCG 

CGT 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATG 

CCG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTA 

GGG 

GGT 

GCT 

GCC 

AGG 

GC<k 

CTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

GTT 

CTG 

GAG 

GAC 

GGC 

GTG 

AAT 

TAT 

GCA 

ACA 

GGG 

AAT 

TTG 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATjC 

TTC 

CTC 

TTG 

GCT 

TTG 

CTG 

546 

TCC 

TGT 

TTG 

ACC 

ATC 

CCA 

GOT 

TCC 

GCT 





573 


(2) INFORMATION FOR SEQ/ ID NO: 112: 


(i) 


(vi) 


(xi) 


SEQUENCE /CHARACTERISTICS : 

(A) LENGTH: 573 base pairs 

nucleic acid 

single 


(B) 

(C) 

(D) 


TYPE : 
STRANDEDNESS : 


TOP/OLOGY : 


linear 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: US6 


SEQUENCE DESCRIPTION: SEQ ID NO: 112: 


ATG AGC ACG 
AAC ACC AAC 
GGT GGT CAG 
AGG GGC CCC 


AAT CCT AAA 
CGC CGC CCA 
ATC GTT GGT 
AGG TTG GGT 


CCT CAA AGA 
CAG GAC GTC 
GGA GTT TAC 
GTG CGC GCG 


AAA ACC AAA 
AAG TTC CCG 
CTG TTG CCG 
ACT AGG AAG 


CGT 

39 

GGC 

78 

CGC 

117 

ACT 

156 



158 


10 


15 


20 


25 


TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGIj 

GAG, 

GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CGG 

CCC 

GGC 

AGG 

GCC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTCl 

TAT 

GGC 

AAC 

GAG 

GGC 

ATG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG] 

i TCA 

CCC 

CGT 

GGC 

TCC 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

ACG 

GAC 

Iccc 

CGG 

CGT 

AGG 

TCG 

CGT 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

VACC 

pCG 

CTC 

ACA 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTA 

GGG 

GGC 

GCT 

GCC 

AGG 

GCC 

TTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

GTT 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC 

TAT 

GCA 

ACA 

GGG 

AAC 

TTG 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

T?TC 

CTC 

TTG 

GCT 

TTG 

CTG 

546 

TCC 

TGT 

TTG 

ACC 

ATT 

CCA 

GCT 

TCC 

GCT 





573 

(2) 

1 

INFORMATION FOR SEQ ID NO 

: 113 







(i) 


SEQUENCE CHAR&.' 

(A) LENGTH: 

(B) 

(C) 

(D) TOPOLOGY 


CTERISTICS : 

573 base pairs 
TYPE: nucleic acid 

STRANDEDNESS: single 

linear 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: P10 


SEQUENCE DESC 


RIPTION : 


SEQ ID NO: 113 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

dAC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

G,TT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

c|gc 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

(jxGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CGG 

CCC 

GAG 

GGC 

AGG 

GCC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

TTG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

frcA 

CCC 

CGT 

GGC 

TCT 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

ACG 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGT 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT 

CCG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTA 

GGG 

GGC 

GCT 

GCC 

AGG 

GCC 

CTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

GTT 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC, 

TAT 

GCA 

ACA 

GGG 

AAT 

CTG 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTC 

CTC 

TTG 

GCT 

TTG 

CTG 

546 

TCC 

TGC 

CTG 

ACC 

ATC 

CCA 

GCG 

TCC 

GCT 





573 


30 


( 2 ) 


INFORMATION FOR SEQ ID NO : 114: 


(i) 


SEQUENCE C 

(A) LENGT 

(B) TYPE: 

(C) 

(D) 


CTERISTICS : 

573 base pairs 
nucleic acid 
STRANDEDNESS: single 

TOPOLOGY: linear 


35 


372577 1 



(Vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DK1 


(xi) 


SEQUENCE DESCRIPTION : 


SEQ ID NO: 114 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CA 

A 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

G£C 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GfT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CGG 

CCC 

GAG 

Gd 

G 

AGG 

GCC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

TA 

T 

GGC 

AAT 

GAG 

GGC 

ATG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

tc! 

A 

CCC 

CGC 

GGC 

TCT 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

AAC 

GAC 

CC 

C 

CGG 

CGT 

AGG 

TCG 

CGT 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

AC 

C 

CTC 

ACA 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT 

CC 

G 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTA 

GGG 

GGC 

GCT 

GCC 

AGG 

GCC 

CT 

G 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

GTT 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC 

'TA 

C 

GCA 

ACA 

GGG 

AAT 

TTG 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TT 

c 

CTC 

TTG 

GCT 

CTG 

TTG 

546 

TCC 

TGT 

TTG 

ACC 

ATC 

CCA 

GCT 

TC 

c 

GCC 





573 

(2) 

INFORMATION FOR SEQ ID ttj 

0: 

115 

> : 






(i) 


SEQUENCE 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDED]^ 

(D) TOPOLOGY 


CHARACTERISTICS : 

573 base pairs 
cleic acid 
ESS: single 

linear 


nu 


(vi) 


ORIGINAL SOURCT 
(A) ORGANISM 

(c) indi vidua: 


E: 

homo s ap i en s 
L ISOLATE: T10 


(xi) 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 115: 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

C 


AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

G 

AC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

G 

TT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

C 

jC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

G 

CA 

AGG 

CGA 

CAG 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CAG 

CCC 

GAG 

G 

GC 

AGG 

GCC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

T 

AT 

GGC 

AAT 

GAG 

GGC 

ATG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

1 

CA 

CCC 

CGT 

GGC 

TCC 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

ACA 

GAC 

C 

CC 

CGG 

CGT 

AGG 

TCG 

CGT 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

I 

.CC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT 

c 

CG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTA 

GGG 

GGC 

GCT 

GCC 

AGG 

GCT 

<: 

TG 

GCA 

CAT 

GGT 

GTC 

CGG 

468 

GTT 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC 

T 

AT 

GCA 

ACA 

GGG 

AAT 

TTG 

507 

CCC 

GGT 

TGC 

TCT 

TTT 

TCT 

ATC 

T 

TC 

CTC 

TTG 

GCT 

CTG 

CTG 

546 

TCT 

TGT 

CTG 

ACC 

ATC 

CCA 

GCT 

T 

CC 

GCT 





573 




10 


15 


20 


25 


30 


35 


( 2 ) 


INFORMATION FOR SEQ ID 

(i) 


160 


NO: 116 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH:! 573 base pairs 

(B) TYPE: ijiucleic acid 

STRANDEDNE S S : 


(C) 

(D) 


TOPOLOGY : 


(vi) 


(xi) 


single 
linear 


ORIGINAL SOURCE: 

(A) ORGAN I S^ : homosapiens 

(C) INDIVIDUAL ISOLATE: SW2 


SEQUENCE DESCi 


RIPTION: SEQ ID NO: 116 


AT G 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT C 

'AA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG G 

AC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGC 

CAG 

ATC 

GTT 

GGT 

GGA G 

TT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

CGG 

TTG 

GGT 

GTG C 

GC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT G 

3A 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CAG 

CCC 

GAG G 

GC 

AGG 

GCC 

TGG 

GCT 

CAG 

234 

CCT 

GGG 

TAC 

CCC 

TGG 

CCC 

CTC T 

AT 

GGC 

AAT 

GAG 

GGC 

ATG 

273 

GGA 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG T 

CC 

CCC 

CGC 

GGC 

TCT 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

ACT 

GAC C 

CC 

CGG 

CGT 

AGG 

TCG 

CGT 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT A 

CC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT C 

CG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTA 

GGG 

GGC 

GCT 

GCC 

AGG 

GCC C 

TG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

GTC 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC 1 

AT 

GCA 

ACA 

GGG 

AAT 

CTG 

507 

CCC 

GGT 

TGC 

TCC 

TTT 

TCT 

ATC 1 

TC 

CTC 

TTG 

GCT 

TTG 

CTG 

546 

TCC 

TGT 

CTG 

ACC 

ATC 

CCA 

GCT 1 

'CC 

GCT 





573 


( 2 ) 


INFORMATION FOR SEQ ID 
(i) 


NO: 117: 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: lucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGJY : linear 


(vi) 


(xi) 


ORIGINAL SOU 
(A) ORGANI 
(C) INDIVIIf 


JRCE: 

SM: homosapiens 

UAL ISOLATE: IND3 


SEQUENCE DESCRIPTION: SEQ ID NO: 117 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGC 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CGG 

CCC 

GAG 

GGT 

AGG 

GCC 

TGG 

GCT 

CAG 

234 


372577 1 



161 


ccc 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

[TAT 

GGC 

AAT 

GAG 

GGC 

TTG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

TCA 

CCC 

CGC 

GGT 

TCT 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

ACA 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGT 

351 

AAT 

TTG 

GGT 

AAA 

GTC 

ATC 

GAT 

ACC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

GCG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTA 

GGG 

GGC 

GCT 

GCC 

AGG 

GCC 

GTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

GTC 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC 

T^T 

GCA 

ACA 

GGG 

AAC 

TTG 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTC 

CTT 

TTA 

GCT 

TTG 

CTA 

546 

TCC 

TGT 

TTG 

ACC 

ATC 

CCA 

GCT 

TCC 

GCT 





573 


(2) 


INFORMATION FOR SEQ ID 


118 


15 


(i) 


SEQUENCE CHARACTERISTICS: 





(A) 

LENGTH : 5 

73 base pairs 


10 


(B) 

TYPE : nuc| 

leic acid 




(C) 

STRANDEDNE 

ISS : single 

U 



(D) 

TOPOLOGY: 

linear 

ri 


(vi) 

ORIGINAL SOURCE 

. 

fn 



(A) 

ORGANISM: 

homosapiens 

JlZ 



(C) 

INDIVIDUAL 

ISOLATE: IND8 


(xi) 


SEQUENCE DESCRI 


PTION: SEQ ID NO: 118 




ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

—r 


AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 



GGT 

GGC 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 



AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 



TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

y =■ 

20 

CCC 

AAG 

GCT 

CGC 

CGG 

CCC 

GAG 

GGT 

AGG 

GCC 

TGG 

GCT 

CAG 

234 

yj 

CCC 

GGG 

CAC 

CCT 

TGG 

CCC 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

TTG 

273 

S 


GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

TCA 

CCC 

CGC 

GGC 

TCT 

CGG 

312 



CCT 

AGT 

TGG 

GGC 

CCC 

ACA 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGT 

351 



AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 



GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 



CTA 

GGG 

GGT 

GCT 

GCC 

AGG 

GCC 

CTC 

GCG 

CAT 

GGC 

GTC 

CGG 

468 


25 

GTC 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC 

TAT 

' GCA 

ACA 

GGG 

AAC 

TTG 

507 


CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTC 

: CTT 

TTG 

GCT 

TTG 

CTA 

546 



TCC 

TGT 

TTG 

ACC 

GTC 

CCA 

GCT 

TCC 

: GCT 





573 


30 


35 


( 2 ) 


INFORMATION FOR SEQ ID N® : 119: 


(i) 


(vi) 


SEQUENCE CHARAf 

(A) LENGTH: 

(B) TYPE: nut 

(c) strandedn: 

(D) TOPOLOGY: 


ORIGINAL SOURCE 
(A) ORGANISM: 
(C) INDIVIDU 


TERISTICS : 
f73 base pairs 
leic acid 
SS : single 

linear 


homosapiens 
ISOLATE: S9 


372577 1 


\ 



10 


15 


20 




162 - 




(xi) 


SEQUENCE DESCRIPTION: SEQ ! 

ID NO: 1 

ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

i 

CCT CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

l GAC 

GTT 

AAG 

TTC 

CCG 

GGC 

GGT 

GGT 

CAG 

ATC 

GTC 

GGT 

GGP 

L GTT 

TAC 

CTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

gtIc 

J CGC 

GCA 

ACT 

AGG 

AAG 

ACT 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGp? GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

CCC 

AAG 

GCT 

CGC 

CAT 

CCC 

GAG GGC 

AGG 

GCC 

TGG 

GCT 

CAG 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC TAC 

GGC 

AAT 

GAG 

GGC 

TTG 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

} TCA 

CCC 

CGT 

GGC 

TCT 

CGG 

CCT 

AGT 

TGG 

GGC 

CCC 

AAT 

GAG 

: ccc 

CGG 

CGT 

AGG 

TCG 

CGT 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GA'i 

’ ACC 

CTC 

ACA 

TGC 

GGC 

TTT 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATI 

1 CCG 

CTC 

GTC 

GGC 

GCC 

CCC 

CTA 

GGG 

GGC 

GCT 

GCC 

AGG 

GC1 

CTG 

GCG 

CAT 

GGC 

GTC 

CGG 

GTT 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC 

TAT 

GCA 

ACA 

GGG 

AAC 

CTC 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTC 

CTT 

CTG 

GCT 

TTG 

CTG 

TCC 

TGT 

TTG 

ACC 

ATC 

CCA 

GC1 

TCC 

GCT 





(2) 

INFORMATION FOR SEQ I 

D NO: 

: 120 : 





(i) 


SEQUENCE CH 

(A) LENGTH 

(B) TYPE 

(C) STRAND) 

(D) TOPOLcj)' 


(vi) 


iARACTERISTICS : 

573 base pairs 
nucleic acid 
EDNESS: single 

GY: linear 


ORIGINAL SOURCE 
(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: HK3 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 120: 


25 


30 


35 



CCfT 


( 2 ) 


INFORMATION FOR SEQ ID NO: 121: 



39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


372577 1 



(i) 




SEQUENCE C 

(A) LENGTH' 

(B) TYPE: 

(c) strand: 



- 163 - 


CTERISTICS : 

573 base pairs 
nucleic acid 
DNESS : single 


(D) TOPOLOGY: linear 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: HK5 


10 


15 


20 




(xi) 


SEQUENCE DE 

SCRIPTION: SEQ ! 

ID NO: 121 : 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACC 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CGA 

CCC 

GAG| 

1 GGC 

AGG 

ACC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAT 

CCT 

TGG 

CCC 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

ATG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

TCA 

CCC 

CAT 

GGC 

TCT 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

ACG 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGT 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTC 

ACG 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

CTA 

GGG 

GGC 

GTT 

GCC 

AGA 

GCC 

CTG 

GCA 

CAC 

GGT 

GTC 

CGG 

468 

GTT 

CTG 

GAG 

GAC 

GGC 

GTG 

AAC 

TAC 

GCA 

ACA 

GGG 

AAT 

ATA 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTC 

CTT 

TTG 

GCT 

TTG 

CTG 

546 

TCC 

TGT 

CTG 

ACC 

ACC 

CCA 

GTtT 

TCC 

GCT 





573 

(2) 

INFORMATION FOR SEQ ID NO: 

122 

> . 






(i) 


25 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE t nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPotoGY: linear 

ORIGINAL ISOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: HK4 

SEQUENCE/ DESCRIPTION: SEQ ID NO: 122 


30 


35 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

2CT 

CAA 

AGA 

AAG 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTT 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGC 

CAG 

ATC 

GTC 

GGT 

GGA 

GTT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

CCC 

AAG 

GCT 

CGC 

CAA 

CCC 

GAG 

GGC 

AGG 

ACC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

[ CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

ATG 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

TCA 

CCC 

CGC 

GGC 

TCT 

CGG 

312 


372577 1 




10 


25 


30 


35 


CCT 

AGT 

TGG 

GGC 

CCC 

ACG 

GAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGC 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 1 

f ACC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT/ 

CCG 

CTC 

GTC 

GGC 

GCC 

CCC 

429 

TTA 

GGG 

GGC 

GTT 

GCC 

AGA 

GCCf 

CTG 

GCA 

CAT 

GGT 

GTC 

CGG 

468 

GTT 

GTG 

GAG 

GAC 

GGC 

GTG 

AA(E 

TAT 

GCA 

ACA 

GGG 

AAT 

TTG 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTC 

CTC 

TTG 

GCT 

CTG 

CTG 

546 

TCC 

TGT 

TTG 

ACC 

ATC 

CCA 

GCT 

TCC 

GCT 





573 


( 2 ) 


INFORMATION FOR SEQ 

(i) 


fED NO: 123 : 


(A) 

(B) 

(C) 

(D) 


LENGTi 


SEQUENCE CHARACTERISTICS 


|H : 


573 base pairs 


TYPE: nucleic acid 

STRAEDEDNESS : single 

TOPOLOGY : linear 


(vi) 


(xi) 


ORIGINAL SOURCE: 


(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: P8 


SEQUENCE 


5ESCRIPTION: SEQ ID NO: 123 



15 

ATG 

AGC 

ACG 

ACT 

CCT 

AAA C 

:ct 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 



AAC 

ACC 

AGC 

CGC 

CGC 

CCA ( 

:ag 

GAC 

GTT 

AAG 

TTC 

CCG 

GGC 

78 



GGT 

GGT 

CAG 

ATC 

GTT 

GGT C 

■GA 

GTT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

r~ z 


AGG 

GGC 

CCC 

AGG 

TTG 

GGT C 

\TG 

CGC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 



TCC 

GAG 

CGA 

TCG 

CAA 

CCT C 

:gt 

GGC 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

™ :: 


CCC 

AAG 

GCT 

CGC 

CGG 

CCC C 

JAG 

GGT 

AGG 

GCC 

TGG 

GCT 

CAG 

234 

:: “ 


CCC 

GGG 

CAC 

CCT 

TGG 

CCC C 

:tc 

TAT 

GCC 

AAT 

GAG 

GGC 

TTG 

273 

4 : 

20 

GGG 

TGG 

GCG 

GGA 

TGG 

CTC <j 

:tg 

TCA 

CCC 

CGC 

GGC 

TCC 

CGG 

312 



CCT 

AGT 

TGG 

GGC 

CCC 

ACG ( 

PAC 

CCC 

CGG 

CGT 

AGG 

TCG 

CGC 

351 

LU 


AAT 

TTG 

GGT 

AAG 

GTC 

ATC < 

1AT 

ACC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 



GCC 

GAC 

CTC 

ATG 

GGG 

TAC . 

VTT 

CCG 

CTC 

GTC 

GGC 

GGC 

CCC 

429 



CTA 

GGG 

GGC 

GTT 

GCC 

AGG < 

jCC 

CTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 



GTT 

GTG 

GAG 

GAC 

GGC 

GTG . 

\AC 

TAT 

GCA 

ACA 

GGG 

AAT 

CTG 

507 



CCT 

GGT 

TGC 

TCT 

TTC 

TCT 

VTC 

TTC 

CTT 

TTG 

GCT 

TTG 

CTG 

546 



TCT 

TGT 

CTG 

ACC 

ATC 

CCA : 

jCT 

TCC 

GCT 





573 


372577 1 


V 



165 


(2) INFORMATION FOR SEQ ID|NO: 124: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1 573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEjNESS : single 

(D) TOPOLOGY: linear 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM]: homosapiens 

(C) INDIVIDUAL ISOLATE: T3 






(xi) 


SEQUENCE DESC 

^RIPTION: SEQ 

ID NO: 124 : 



1U 

ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

C 

:aa 

AGA 

AAA 

ACC 

AAA 

CGT 

39 



AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

G 

iac 

GTT 

AAG 

TTC 

CCG 

GGC 

78 



GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

G 

tTT 

TAC 

CTG 

TTG 

CCG 

CGC 

117 

L-i 


AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

C 

:gc 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

UJ 


TCC 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGA 

AGG 

CGA 

CAA 

CCT 

ATC 

195 

Jp 


ccc 

AAG 

GCT 

CGC 

CGG 

CCC 

GAG 

GGT 

AGG 

GCC 

TGG 

GCT 

CAG 

234 

fn 


ccc 

GGG 

TAC 

CCT 

TGG 

ccc 

CTC 

TAT 

GGC 

GAC 

GAG 

GGC 

ATG 

273 

, 

15 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

tJca 

CCC 

CGC 

GGC 

TCC 

CGG 

312 



CCT 

AAT 

TGG 

GGC 

CCC 

ACA 

GAC 

GCC 

CGG 

CGT 

AGG 

TCG 

CGT 

351 



AAT 

CTG 

GGT 

AAG 

GTC 

ATC 

GAT 

AjCC 

CTC 

ACA 

TGC 

GGC 

TTC 

390 



GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATT 

cjCG 

CTC 

GTC 

GGC 

GCT 

ccc 

429 

jj ™|; 


TTA 

GGG 

GGC 

GTT 

GCC 

AGG 

GCC 

GTG 

GCG 

CAT 

GGC 

GTC 

CGG 

468 

~~ :: 


GTT 

CTG 

GAG 

GAC 

GGC 

GTG 

AAT 

I 

{AC 

GCA 

ACA 

GGG 

AAT 

TTG 

507 



CCT 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

I 

JTC 

CTC 

TTG 

GCT 

TTG 

CTG 

546 


20 

TCC 

TGC 

TTG 

ACC 

ATC 

CCA 

GCT 

I 

!CC 

GCT 





573 

IS 


(2) 

INFORMATION FOR SEQ ID 

NO: 

125 : 









(i) 


SEQUENCE CHAF 

ACTERISTICS : 










(A) 

LENGTH : 


573 base pairs 









(B) 

TYPE : 

n 

Lucleic 

acid 










(C) 

STRANDED 

>NESS : 

single 





25 





(D) 

TOPOLOGY 

; 

linear 









(vi) 


1 

ORIGINAL SOUR 

.CE : 













(A) 

ORGANISM 

I: 

homosapiens 










(C) 

INDIVID!!] 

AL 

ISOLATE: 

T4 







(xi) 


SEQUENCE 

DESC 

RIPTION : SEQ ID NO: 125: 



30 

ATG 

AGC 

ACA 

AAT 

CCT 

AAA 

CCT 

a 

AA 

AGA 

AAA 

ACC 

AAA 

AGA 

39 



AAC 

ACC 

AAC 

CGT 

CGC 

CCA 

CAG 


AC 

GTT 

AAG 

TTC 

CCG 

GGC 

78 



GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

q 

TA 

TAC 

TTG 

TTG 

CCG 

CGC 

117 



AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

G 

GC 

GCG 

ACA 

AGG 

AAG 

ACT 

156 



TCG 

GAG 

CGA 

TCC 

CAG 

CCA 

CGT 

d 

GG 

AGG 

CGC 

CAG 

CCC 

ATC 

195 



CCC 

AAA 

GAT 

CGG 

CGC 

TCC 

ACT 

GGC 

AAG 

TCC 

TGG 

GGA 

AAA 

234 



CCA 

GGA 

TAT 

CCC 

TGG 

CCC 

CTG 

TAT 

GGG 

AAT 

GAG 

GGA 

CTC 

273 


35 




372577 1 



o 


- 166 - 


10 


15 


20 


25 


30 


GGC 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

TCC 

1 CCC 

CGA 

GGT 

TCC 

CGT 

CCC 

TCC 

TGG 

GGC 

CCC 

AAT 

GAC 

CCC 

: CGG 

CAT 

AGG 

TCG 

CGC 

AAC 

GTG 

GGT 

AAG 

GTC 

ATC 

GAT 

AC(|I 

1 CTA 

ACG 

TGC 

AGC 

CTT 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

GTC 

ccq 

1 GTC 

GTA 

GGC 

GGC 

CCG 

TTG 

GGT 

GGC 

GTC 

GCC 

AGA 

GCT 

CTC 

1 GCG 

CAT 

GGC 

GTG 

AGA 

GTC 

CTG 

GAG 

GAC 

GGG 

GTT 

AAT 

TA1 

1 GCA 

ACA 

GGG 

AAC 

TTA 

CCT 

GGT 

TGC 

TCC 

TTT 

TCT 

ATT 

TTC 

TTG 

CTG 

GCC 

CTA 

CTG 

TCC 

TGC 

ATC 

ACC 

ATT 

CCA 

GTC 

TCC 

GCT 





(2) 

INFORMATION FOR SEQ ID NO 

: 126 

' . 





(i) 


(vi) 


(xi) 


SEQUENCE CHARACj 

(A) LENGTH: 5 

(B) TYPE: nuc 

(C) STRANDEDNE; 

(D) TOPOLOGY: 

ORIGINAL SOURCE 
(A) ORGANISM: 
(C) INDIVIDUAL 


TERISTICS : 

73 base pairs 
CLeic acid 
SS : single 

linear 


homosapiens 
ISOLATE: US 10 


SEQUENCE DESCRIPTION: SEQ ID NO: 126 


ATG 

AGC 

ACA 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

AAC 

ACT 

AAC 

CGT 

CGC 

CCA 

CAA 

GAC 

GTT 

AAG 

TTT 

CCG 

GGC 

GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GTA 

TAC 

TTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACA 

AGG 

AAG 

ACT 

TCG 

GAG 

CGG 

TCC 

CAG 

CCA 

CGT 

GGG 

AGG 

CGC 

CAG 

CCC 

ATC 

CCC 

AAA 

GAT 

CGG 

CGC 

CCC 

ACT 

GGC 

AAG 

TCC 

TGG 

GGA 

AAA 

CCA 

GGA 

TAC 

CCT 

TGG 

CCC 

CTA 

TAT 

GGG 

AAT 

GAG 

GGA 

CTC 

GGC 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

Tcb 

CCC 

CGA 

GGT 

TCC 

CGT 

CCC 

TCT 

TGG 

GGC 

CCC 

ACT 

GAT 

CCC 

CGG 

CAT 

AGG 

TCG 

CGC 

AAC 

GTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTA 

ACG 

TGC 

GGC 

TTT 

GCC 

GAC 

CTC 

ATG 

GGA 

TAC 

ATC 

CC 

:C 

GTC 

GTG 

GGC 

GCT 

CCG 

CTT 

GGT 

GGC 

GTC 

GCC 

AGA 

GCT 

Cl 

C 

GCG 

CAT 

GGC 

GTG 

AGG 

GTC 

CTG 

GAG 

GAC 

GGG 

GTT 

AAT 

T£j 

.T 

GCA 

ACA 

GGG 

AAC 

TTA 

CCC 

GGT 

TGC 

TCC 

TTT 

TCT 

ATC 

T1 

C 

TTG 

CTG 

GCC 

TTA 

CTG 

TCC 

TGC 

ATC 

ACC 

ATT 

CCA 

GTC 

TOT 

GCT 






( 2 ) 


INFORMATION FOR SEQ ID NO: 127 

I 

SEQUENCE CHARACTERISTICS: 


(i) 


(A) 

(B) 

(C) 

(D) 


LENGTH: I 573 base pairs 
TYPE: nucleic acid 

STRANDEEjNESS : single 


(vi) 


35 


TOPOLOGY : 

I 

ORIGINAL SOURCE 
(A) ORGANISM: 
(C) 


linear 


homosapiens 


INDIVIDUAL ISOLATE: T9 


372577 1 


312 

351 

390 

429 

468 

507 

546 

573 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 



(xi) 


SEQUENCE DESCRIj 


TION: SEQ ID NO: 127: 


ATG 

AGC 

ACA 

AAT 

CCA 

AAA 

CCC 

CAA 

AGA 

AAA 

ACC 

ATA 

AGA 

39 

AAC 

ACC 

AAC 

CGT 

CGC 

CCA 

CAG 

GAC 

GTT 

AAG 

TTC 

CCG 

GGC 

78 

GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GTA 

TAC 

TTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCT 

AGG 

TTG 

GGT 

GTG 

CGC 

ACG 

ACA 

AGG 

AAG 

ACT 

156 

TCG 

GAG 

CGG 

TCC 

CAG 

CCA 

CGT 

GGG 

AGG 

CGC 

CAG 

CCC 

ATC 

195 

CCC 

AAA 

GAT 

CGG 

CGC 

TCC 

ACT 

GGC 

AAG 

TCC 

TGG 

GGA 

AAA 

234 

CCA 

GGA 

TAC 

CCC 

TGG 

CCT 

CTA 

TAT 

GGG 

AAT 

GAG 

GGA 

CTC 

273 

GGC 

TGG 

GCG 

GGA 

TGG 

CTC 

CTG 

TCC 

CCC 

CGA 

GGT 

TCC 

CGT 

312 

CCC 

TCT 

TGG 

GGC 

CCC 

AGT 

GAC 

CCC 

CGG 

CAT 

AGG 

TCG 

CGC 

351 

AAC 

GTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTA 

ACG 

TGC 

GGC 

TTT 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCC 

GTC 

GTA 

GGC 

GCC 

CCG 

429 

CTT 

GGT 

GGC 

GTT 

GCC 

AGA 

GCT 

CTC 

GCG 

CAC 

GGC 

GTG 

AGA 

468 

GTC 

CTG 

GAG 

GAC 

GGG 

GTT 

AAT 

TAT 

GCA 

ACA 

GGG 

AAC 

CTA 

507 

CCT 

GGT 

TGC 

TCT 

TTT 

TCT 

ATC 

TTC 

TTG 

CTG 

GCC 

CTA 

CTG 

546 

TCC 

TGC 

ATC 

ACC 

ACT 

CCG 

GCC 

TCT 

GCT 





573 

(2) 

INFORMATION FOR SEQ ID NO 

: 128 : 







(i) 


SEQUENCE CHARAC 

TERISTICS: 








(A) 

LENGTH 

: 5 

73 base pairs 







(B) 

TYPE: 

nuc 

leic 

acid 








(C) 

STRANDEDNE 

£S : 

single 








(D) 

TOPOLOGY : 

J linear 







(vi) 


ORIGINAL SOURCE 

; 










(A) 

ORGANISM: 

homosapiens 








(C) 

INDIVIDUAL 

ISOLATE : 

T2 





(xi) 


SEQUENCE DESCRIJ 

PTION: SEQ ID NO : 128: 


ATG 

AGC 

ACA 

ATT 

CCT 

AAA 

CCT 

CA? 

AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAC 

ACT 

AAC 

CGT 

CGC 

CCA 

CAA 

GAC 

GTT 

AAG 

TTT 

CCG 

GGC 

78 

GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GTA 

TAC 

TTG 

CTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACA 

AGG 

AAG 

ACT 

156 

TCG 

GAG 

CGG 

TCC 

CAG 

CCT 

CGT 

GGA 

AGG 

CGC 

CAG 

CCC 

ATC 

195 

CCT 

AAA 

GAT 

CGG 

CGC 

TCC 

ACT 

GGC 

AAG 

TCC 

TGG 

GGA 

AAA 

234 

CCA 

GGA 

TAC 

CCC 

TGG 

CCC 

CTG 

TA ,n 

GGG 

AAT 

GAG 

GGG 

CTC 

273 

GGC 

TGG 

GCA 

GGA 

TGG 

CTC 

CTG 

tc<: 

CCC 

CGA 

GGT 

TCT 

CGT 

312 

CCC 

TCT 

TGG 

GGC 

CCC 

AAT 

GAC 

CCC 

CGG 

CAT 

AGG 

TCG 

CGC 

351 

AAT 

GTG 

GGT 

AAA 

GTC 

ATC 

GAT 

ACC 

CTA 

ACG 

TGC 

GGC 

TTT 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCC 

GTC 

GTA 

GGC 

GCC 

CCG 

429 

CTT 

GGT 

GGT 

GTC 

GCC 

AGA 

GCT 

CTT 

GCG 

CAT 

GGC 

GTG 

AGA 

468 

GTC 

CTG 

GAG 

GAC 

GGA 

GTT 

AAT 

TAT 

GCA 

ACA 

GGT 

AAC 

TTA 

507 

CCC 

GGT 

TGC 

TCC 

TTT 

TCT 

ATC 

rprji -t 

TTG 

CTA 

GCC 

CTG 

CTG 

546 

TCC 

i 

TGC 

ATC 

ACT 

ATT 

CCG 

GTT 

TCA 

GCT 





573 


( 2 ) 


INFORMATION FOR SEQ ID NO: 129: 



o 


5 




(vi) 



SEQUENCE CHARACTERISTICS : 

(A) LENGTH: E73 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


ORIGINAL SOURCE: 

(A) ORGANISM: I homosapiens 
(C) INDIVIDUAL ISOLATE: T8 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 129: 




ATG 

AGC 

ACA 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 



AAC 

ACA 

AAC 

CGC 

CGC 

CCA 

CAG 

GA< 

<p 

GTC 

AAG 

TTC 

CCG 

GGT 


10 

GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GT' 

F 

TAC 

TTG 

CTG 

CCG 

CGC 



AGG 

GGC 

CCT 

AGG 

TTG 

GGT 

GTG 

CG 

B 

GCG 

ACA 

AGG 

AAG 

ACT 



TCC 

GAG 

CGA 

TCC 

CAG 

CCG 

CGT 

GG 


AGA 

CGC 

CAG 

CCC 

ATC 

yp 


CCG 

AAA 

GAT 

CGG 

CGC 

TCC 

ACC 

GC 



AAG 

TCC 

TGG 

GGA 

AAA 

•2 i 


CCA 

GGA 

TAT 

CCT 

TGG 

CCT 

CTT 

Ti 

T 


GGA 

AAC 

GAG 

GGC 

TGC 

ffi 


GGT 

TGG 

GCA 

GGT 

TGG 

CTC 

CTG 

TC 

J( 


CCC 

CGC 

GGG 

TCT 

CGT 



CCT 

ACT 

TGG 

GGC 

CCC 

ACT 

GAC 

CC 

3< 

— i 

CGG 

CAT 

AGA 

TCA 

CGT 

ffi 


AAT 

TTG 

GGC 

AGA 

GTC 

ATC 

GAT 

AC 

r 

""I 

ATT 

ACA 

TGT 

GGT 

TTT 

Jh 

15 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CC 

r 

r 

GTC 

GTT 

GGC 

GCC 

CCG 

1 


GTC 

GGA 

GGC 

GTC 

GCC 

AGA 

GCT 

C 1 ] 

’G 

GCA 

CAT 

GGT 

GTT 

AGG 



GTC 

CTG 

GAA 

GAC 

GGG 

ATA 

AAC 

Tl 


GCA 

ACA 

GGG 

AAT 

TTG 



CCT 

GGT 

TGC 

TCT 

TTT 

TCT 

ATC 

t*: 

< 


TTG 

CTT 

GCT 

CTT 

CTG 



TCA 

TGC 

TTC 

ACA 

GTG 

CCA 

GTG 

T< 

CT 

GCA 






20 


: 2 ) 


INFORMATION FOR SEQ ID 


NO: 130: 


(i) 


25 


(vi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY): linear 


ORIGINAL SOURCE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: US1 


30 


35 


(xi) 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 130: 


ATG 

AGC 

ACA 

AAT 

CCT 

AAA 

CCT ( 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

AAC 

ACA 

AAC 

CGC 

CGC 

CCA 

CAG < 

SAC 

GTC 

AAG 

TTC 

CCG 

GGT 

GGC 

GGT 

CAG 

ATC 

GTT 

GGC 

GGA ( 

ITT 

TAC 

TTG 

CTG 

CCG 

CGC 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACA 

AGG 

AAG 

ACT 

TCC 

GAG 

CGA 

TCC 

CAG 

CCG 

CGT 

3GG 

AGA 

CGC 

CAG 

CCC 

ATC 

CCG 

AAA 

GAT 

CGG 

CGC 

TCC 

ACC 

3GC 

AAG 

TCC 

TGG 

GGA 

AAG 

CCA 

GGA 

TAT 

CCT 

TGG 

CCT 

CTG 

rAC 

GGA 

AAC 

GAG 

GGC 

TGC 

GGC 

TGG 

GCA 

GGT 

TGG 

CTC 

CTG 

rcc 

CCC 

CGC 

GGG 

TCT 

CGT 

CCT 

ACT 

TGG 

GGC 

CCC 

ACT 

GAC 

CCC 

CGG 

CAC 

AGA 

TCA 

CGT 


372577 



39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


39 

78 

117 

156 

195 

234 

273 

312 

351 



f 


- 169 - 


AAC 

TTG 

GGC 

AAG 

GTC 

ATC 

GAT 

AC 

p ATT 

ACG 

TGT 

GGT 

TTT 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CC 1 

r GTC 

GTT 

GGC 

GCC 

CCG 

429 

GTC 

GGA 

GGC 

GTC 

GCC 

AGA 

GCT 

CT 

<b GCA 

CAC 

GGT 

GTT 

AGG 

468 

GTC 

CTG 

GAA 

GAC 

GGG 

ATA 

AAT 

TA 

C GCA 

ACA 

GGG 

AAT 

CTG 

507 

CCT 

GGT 

TGC 

TCC 

TTT 

TCT 

ATC 

TT 

£ TTA 

CTT 

GCT 

CTT 

CTG 

546 

TCG 

TGC 

GCC 

ACG 

GTG 

CCG 

GTG 

TC 

T GCA 





573 


( 2 ) 


10 


15 


20 


25 


30 


35 


INFORMATION FOR SEQ ID Nq 
(i) 


SEQUENCE CHARAd’ 

(A) LENGTH : 5 

(B) TYPE: nuc 

(c) strandedn: 

(D) TOPOLOGY: 


131 : 

[TERISTICS : 

73 base pairs 
lleic acid 
S : single 

linear 


(vi) 


(xi) 


EB 


ORIGINAL SOURCE: 

(A) ORGANISM: I homosapiens 
(C) INDIVIDUAL ISOLATE: DK11 

SEQUENCE DESCRIPTION: SEQ ID NO : 131 


ATG 

AGC 

ACA 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAT 

ACA 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTT 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GTZT 

TAC 

TTG 

CTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

ACG 

ACA 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGA 

TCC 

CAG 

CCG 

CGT 

GGG 

AGA 

CGC 

CAG 

CCC 

ATC 

195 

CCG 

AAA 

GAT 

CGG 

CGC 

TCC 

ACC 

GGC 

AAG 

CCC 

TGG 

GGA 

AAG 

234 

CCA 

GGA 

TAT 

CCT 

TGG 

CCC 

CTG 

TAT 

GGA 

AAC 

GAG 

GGC 

TGC 

273 

GGC 

TGG 

GCA 

GGT 

TGG 

CTC 

CTG 

T( 

i c 

CCC 

CGC 

GGG 

TCT 

CAT 

312 

CCT 

AAT 

TGG 

GGC 

CCC 

ACT 

GAC 

C( 

ic 

CGG 

CAT 

AAA 

TCA 

CGC 

351 

AAT 

TTG 

GGT 

AAA 

GTC 

ATC 

GAC 

A( 

ic 

ATT 

ACG 

TGT 

GGT 

TTT 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

C( 

tT 

GTC 

GTC 

GGC 

GCC 

CCG 

429 

GTC 

GGA 

GGC 

GTC 

GCC 

AGA 

GCT 

C! 

pG 

GCA 

CAC 

GGT 

GTT 

AGA 

468 

GTC 

CTG 

GAA 

GAC 

GGG 

ATA 

AAT 

T 1 

Ic 

GCA 

ACA 

GGG 

AAT 

CTG 

507 

CCT 

GGT 

TGC 

TCT 

TTT 

TCT 

ATC 

T' 

be 

TTA 

CTT 

GCT 

CTT 

CTG 

546 

TCA 

TGC 

TGC 

ACA 

GTG 

CCA 

GTG 

T< 

:t 

GCG 





573 

(2) 

INFORMATION FOR SEQ ID 

STO: 

132 

> . 






(i) 


SEQUENCE CHARfV 

(A) LENGTH : 

(B) TYPE: njj 

(c) strandedn; 

(D) TOPOLOGY) 


(vi) 


(xi) 


ORIGINAL SOURCE: 
(A) ORGANISM 
(C) INDIVIDU& 


CTERISTICS : 

573 base pairs 
cleic acid 
ESS : single 

linear 


homosapiens 
L ISOLATE: SW3 


SEQUENCE DESCRIPTION: SEQ ID NO : 132 


372577 1 



- 170 - 


10 


ATG 

AGC 

ACA 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAT 

ACA 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTT 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GTT 

TAC 

TTG 

CTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACA 

AGG 

AAG 

ACT 

156 

TCC 

GAG 

CGA 

TCC 

CAG 

CCG 

CGT 

GGG 

AGA 

CGC 

CAG 

CCC 

ATC 

195 

CCG 

AAA 

GAT 

CGG 

CGC 

TCC 

ACC 

GGC 

AAG 

TCC 

TGG 

GGA 

AAG 

234 

CCA 

GGA 

TAT 

CCT 

TGG 

CCC 

CTG 

TAT 

GGA 

AAC 

GAG 

GGC 

TGC 

273 

GGC 

TGG 

GCA 

GGT 

TGG 

CTC , 

CTG 

TCC 

CCC 

CGC 

GGG 

TCT 

CAT 

312 

CCT 

AAT 

TGG 

GGC 

CCC 

ACT 

GAC 

CCC 

CGG 

CAT 

AGA 

TCA 

CGC 

351 

AAT 

TTG 

GGC 

AAA 

GTC 

ATC I 

GAC 

ACC 

ATT 

ACG 

TGT 

GGT 

TTT 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCT 

GTC 

GTT 

GGC 

GCC 

CCG 

429 

GTC 

GGA 

GGC 

GTC 

GCC 

AGAl 

ATA f 

GCT 

CTG 

GCA 

CAC 

GGT 

GTT 

AGA 

468 

GTC 

CTG 

GAA 

GAC 

GGG 

AAT 

TAC 

GCA 

ACA 

GGG 

AAT 

CTG 

507 

CCT 

GGT 

TGC 

TCT 

TTT 

TCT 

ATC 

TTC 

TTA 

CTT 

GCT 

CTT 

CTG 

546 

TCG 

TGC 

TTC 

ACA 

GTG 

CCA 

GTG 

TCT 

GCG 





573 


( 2 ) 


INFORMATION FOR EEQ ID NO: 133 


(i) 


15 


20 


25 


30 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: nucleic acid 

(C) BTRANDEDNESS : single 

(D) /topology : linear 

ORIGINAL SOURCE: 

(A) [ORGANISM: homosapiens 

(C) /INDIVIDUAL ISOLATE: DK8 

SEQUENCE DESCRIPTION: SEQ ID NO: 133 


ATG' 

AGC 

ACA 

AAT 

CCT 


iAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAC 

ACA 

AAC 

CGC 

CGC 

, ■ 

:ca 

CAG 

GAC 

GTT 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGC 

CAG 

ATC 

GTT 

G 

JGC 

GGA 

GTT 

TAC 

TTG 

CTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

1 z 

JGT 

GTG 

CGC 

GCG 

ACA 

AGG 

AAG 

TCT 

156 

TCC 

GAG 

CGA 

TCC 

CAG 


:cg 

CGT 

GGG 

AGG 

CGC 

CAG 

CCC 

ATC 

195 

CCG 

AAA 

GAT 

CGG 

CGC 

I 

'CC 

ACC 

GGC 

AAG 

TCC 

TGG 

GGA 

AAA 

234 

CCG 

GGA 

TAT 

CCT 

TGG 


:cc 

CTG 

TAT 

GGA 

AAC 

GAG 

GGC 

TGC 

273 

GGC 

TGG 

GCA 

GGT 

TGG 


:tc 

CTG 

TCC 

CCC 

CGC 

GGG 

TCT 

CGT 

312 

CCT 

ACT 

TGG 

GGC 

CCC 


lCT 

GAC 

CCC 

CGG 

CAT 

AGA 

TCA 

CGC 

351 

AAT 

TTG 

GGC 

AAA 

GTC 


lTC 

GAC 

ACC 

ATT 

ACG 

TGT 

GGT 

TTT 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

'[ 

'AC 

ATC 

CCT 

GTC 

GTT 

GGC 

GCC 

CCG 

429 

GTT 

GGA 

GGC 

GTC 

GCC 


lGA 

GCT 

CTG 

GCA 

CAC 

GGT 

GTT 

AGG 

468 

GTC 

CTG 

GAA 

GAC 

GGG 


iTA 

AAT 

TAC 

GCA 

ACA 

GGG 

AAT 

TTG 

507 

CCT 

GGT 

TGC 

TCT 

TTT 

r 

'CT 

ATC 

TTC 

TTG 

CTT 

GCT 

CTT 

CTG 

546 

TCG 

TGC 

TGC 

ACA 

GTG 

c 

:ca 

i 

GTG 

TCT 

GCG 





573 


35 


(2) INFORMATION FORI SEQ ID NO: 134: 

I 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 


372577 1 



171 - 


(B) TYPE: \nucleic acid 

(C) STRANDEOSTESS : single 

(D) TOPOLOGY: linear 

(vi) ORIGINAL SOURCE: 

(A) ORGANISlvi: homosapiens 

(C) INDIVIDUAL ISOLATE: S83 


10 


15 


20 


25 


30 


35 


(xi) SEQUENCE DESCRIPTION: 


SEQ ID NO: 134 


ATG 

AGC 

ACA 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAC 

ACT 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

G 

\TA 

TAC 

TTG 

CTG 

CCG 

CGC 

117 

AGG 

GGC 

CCG 

AGA 

TTG 

GGT 

GTG 

C 

:gc 

GCG 

ACG 

AGG 

AAA 

ACT 

156 

TCC 

GAA 

CGG 

TCC 

CAG 

CCA 

CGT 

G 

KpG 

AGG 

CGC 

CAG 

CCC 

ATC 

195 

CCT 

AAA 

GAT 

CGG 

CGC 

ACC 

ACT 

G 

KBC 

AAG 

TCC 

TGG 

GGA 

AGG 

234 

CCA 

GGA 

TAC 

CCT 

TGG 

CCC 

CTG 

T 

’AT 

GGG 

AAT 

GAG 

GGC 

CTC 

273 

GGC 

TGG 

GCA 

GGG 

TGG 

CTC 

CTG 

T 

’CC 

CCC 

CGC 

GGT 

TCT 

CGC 

312 

CCT 

TCA 

TGG 

GGC 

CCC 

ACC 

GAC 

C 

:<cc 

CGG 

CAT 

AAA 

TCG 

CGC 

351 

AAC 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

A 

£c 

CTA 

ACG 

TGC 

GGT 

TTT 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATA 

C 

:rc 

GTC 

GTT 

GGC 

GCT 

CCC 

429 

GTT 

GGC 

GGC 

GTT 

GCC 

AGA 

GCC 

C 

rc 

GCC 

CAT 

GGG 

GTG 

AGG 

468 

GTT 

CTG 

GAG 

GAC 

GGG 

ATA 

AAT 

T 

AT 

GCA 

ACG 

GGG 

AAT 

TTG 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

T 

TT 

CTC 

TTG 

GCC 

CTC 

TTG 

546 

TCT 

TGC 

ATC 

TCT 

GTG 

CCA 

GTT 

1 

CC 

GCC 





573 

(2) 

INFORMATION FOR SEQ ID 

NO: 

135 : 






(i) 


SEQUENCE Cl 

(A) LENGTH : 

(B) TYPE 

(C) STRAND] 

(D) TOPOLO< 


CTERISTICS : 

573 base pairs 
ucleic acid 
NESS : single 

linear 


SEQ ID NO: 135 



372577 1 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 



1 


172 - 


GTA 

GGA 

GGC 

GTC 

GCA 

AGA 

GCC 

jCTC 

GCG 

CAT 

GGC 

GTG 

AGG 

468 

GCC 

CTT 

GAA 

GAC 

GGG 

ATA 

AAT 

TTC 

GCA 

ACA 

GGG 

AAC 

TTG 

507 

CCC 

GGT 

TGC 

TCC 

TTT 

TCT 

ATC 

TTC 

CTT 

CTT 

GCT 

CTG 

TTC 

546 

TCT 

TGC 

TTA 

ATT 

CAT 

CCA 

GCA 

GCT 

AGT 





573 


( 2 ) 


INFORMATION FOR SEQ ID NO: 136 


(i) 


10 


15 


20 


25 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNiESS : single 

(D) TOPOLOGY:! linear 


(vi) 


(xi) 


ORIGINAL SOURCE: 


(A) ORGANISM: | homosapiens 
(C) INDIVIDUAL ISOLATE: S52 


SEQUENCE DESCRIPTION: SEQ ID NO: 136 


ATG 

AGC 

ACA 

CTT 

CCT 

AAA 

CCT 

CAZ 

k 

AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAC 

ACC 

ATC 

CGT 

CGC 

CCA 

CAG 

GAC 

r 

GTT 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGA 

CAG 

ATC 

GTT 

GGT 

GGA 

GT^ 

L 

TAC 

GTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCA 

CGA 

TTG 

GGT 

GTG 

CGC 

b 

GCG 

ACG 

CGT 

AAA 

ACT 

156 

TCT 

GAA 

CGG 

TCA 

CAG 

CCT 

CGC 

GGij 

i 

CGA 

CGA 

CAG 

CCT 

ATC 

195 

CCC 

AAG 

GCG 

CGT 

CGG 

AGC 

GAA 

GGC 


CGG 

TCC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

TAT 

GGT 

AAT 

GAG 

GGC 

TGC 

273 

GGG 

TGG 

GCA 

GGG 

TGG 

CTC 

CTG 

TCC 

CCA 

CGC 

GGC 

TCC 

CGT 

312 

CCA 

TCT 

TGG 

GGC 

CCA 

AAC 

GAC 

ccp 

CGG 

CGG 

AGG 

TCC 

CGC 

351 

AAT 

TTG 

GGT 

AAA 

GTC 

ATC 

GAT 

ACC 

CTT 

ACG 

TGC 

GGA 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

ccb 

CTC 

GTC 

GGC 

GCT 

CCC 

429 

GTA 

GGA 

GGC 

GTC 

GCA 

AGA 

GCC 

CTjb 

GCG 

CAT 

GGC 

GTG 

AGG 

468 

GCC 

CTT 

GAA 

GAC 

GGG 

ATA 

AAT 

TT|T 

GCA 

ACA 

GGG 

AAC 

TTG 

507 

CCC 

GGT 

TGC 

TCC 

TTT 

TCT 

ATC 

TTjC 

CTT 

CTT 

GCT 

CTG 

TTC 

546 

TCC 

TGC 

TTA 

GTT 

CAT 

CCT 

GCA 

GCT 

AGT 





573 

(2) 

INFORMATION FOR SEQ ID NO: 

137 : 






30 


(i) 


(vi) 


SEQUENCE CHAP 

LACTERISTICS : 

(A) 

LENGTH : 

573 base pairs 

(B) 

TYPE : r 

ucleic acid 

(C) 

STRANDEE 

NESS: single 

(D) 

TOPOLOG^ 

: linear 


ORIGINAL SOURCE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: S2 


35 


(xi) 


SEQUENCE DE; 


ATG AGC ACA CTT CCT AAA CCT 


CRIPTION : SEQ ID NO: 137 

CAA AGA AAA ACC AAA AGA 


39 


372577 1 



10 


15 


20 


25 


30 


35 


\- 173 - 


AAC 

ACC 

ATC 

CGT 

CGC 

CCA 

CAQ 

GAC 

ATC 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGA 

CAG 

ATC 

GTT 

GGT 

GGAl 

GTA 

TAC 

GTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCA 

CGA 

TTG 

GGT 

GTG\ 

CGC 

GCG 

ACG 

CGT 

AAA 

ACT 

156 

TCT 

GAA 

CGG 

TCA 

CAG 

CCT 

CGC 

GGA 

CGG 

CGA 

CAG 

CCT 

ATC 

195 

CCC 

AAG 

GCG 

CGT 

CGG 

AGC 

GAA 

GGC 

CGA 

TCC 

TGG 

GCT 

CAG 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

\TAT 

GGT 

AAC 

GAG 

GGC 

TGC 

273 

GGG 

TGG 

GCA 

GGG 

TGG 

CTC 

CTG 

P 

7CC 

CCA 

CGC 

GGC 

TCC 

CGT 

312 

CCA 

TCT 

TGG 

GGC 

CCA 

AAT 

GAC 

t 

:cc 

CGG 

CGG 

AGG 

TCC 

CGC 

351 

AAT 

TTG 

GGT 

AAA 

GTC 

ATC 

GAT 

ACC 

CTT 

ACG 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 


:cg 

CTC 

GTC 

GGC 

GCT 

CCC 

429 

GTA 

GGA 

GGC 

GTC 

GCA 

AGA 

GCC 

(j 

:tc 

GCG 

CAT 

GGC 

GTG 

AGG 

468 

GCC 

CTT 

GAA 

GAC 

GGG 

ATA 

AAT 


TT 

GCA 

ACA 

GGG 

AAC 

TTG 

507 

CCC 

GGT 

TGC 

TCT 

TTT 

TCT 

ATC 


TC 

CTT 

CTT 

GCC 

CTG 

TTC 

546 

TCT 

TGC 

TTA 

ATT 

CAT 

CCA 

GCA 

c 

ICT 

AGT 





573 

(2) 

INFORMATION FOR SEQ ID 

NO: 

138 

i : 






(i) 


SEQUENCE CHARACTERISTICS: 


(A) 

(B) 

(C) 

(D) 


LENGTH 
TYPE : 


573 base pairs 
Aucleic acid 


STRANDEDNESS : single 


TOPOLOG1 


(vi) 


(xi) 


k : linear 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DK12 

SEQUENCE DESCRIPTION: 


SEQ ID NO: 138 


ATG 

AGC 

ACA 

CTT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAC 

ACC 

ATC 

CGT 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGA 

CAG 

ATC 

GTT 

GGT 

GGA 

GTA 

TAC 

GTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCA 

CGA 

TTG 

GGT 

GTG 

CGC 

GCG 

ACG 

CGT 

AAA 

ACT 

156 

TCT 

GAA 

CGG 

TCA 

CAG 

CCT 

CGC 

GGA 

CGG 

CGA 

CAG 

CCT 

ATC 

195 

CCC 

AAG 

GCG 

CGT 

CGG 

AGC 

GAA 

GGC 

CGG 

TCC 

TGG 

GCT 

CAG 

234 

CCT 

GGG 

TAC 

CCT 

TGG 

CCC 

CTC 

TAT 

GGT 

AAC 

GAG 

GGC 

TGC 

273 

GGG 

TGG 

GCA 

GGG 

TGG 

CTC 

CTG 

TCC 

CCA 

CGC 

GGC 

TCC 

CGT 

312 

CCA 

TCT 

TGG 

GGC 

CCA 

AAC 

GAC 

CCC 

CGG 

CGG 

AGG 

TCC 

CGC 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

' ACC 

CTC 

ACG 

TGC 

GGA 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCG 

CTC 

GTC 

GGC 

GCT 

CCT 

429 

GTA 

GGG 

GGC 

GTC 

GCA 

AGA 

GCC 

CTC 

GCG 

CAT 

GGC 

GTG 

AGG 

468 

GCC 

CTT 

GAA 

GAC 

GGG 

ATA 

AAT 

TTC 

GCA 

ACA 

GGG 

AAC 

TTG 

507 

CCC 

GGT 

TGC 

TCC 

TTT 

TCT 

ATC 

TTC 

CTT 

CTT 

GCT 

CTG 

TTC 

546 

TCT 

TGC 

CTA 

ATT 

CAT 

CCA 

GCA 

GCT 

AGT 





573 


(2) INFORMATION FOR SEQ ]jD NO : 13 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 


372577 1 




- 174 - 

( D ) TOPOLC IGY : 1 inear 


(vi) ORIGINAL SOURCE: 








(A) 

ORGAN] 

:SM: 

homosapiens 










(C) 

INDIV] 

:dual 

ISOLATE 

: Z4 




5 



(xi) 


SEQUENCE DE 

SCRIPTION : I 

SEQ ID NO: 139 : 




ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 



AAC 

ACC 

AAC 

CGC 

CGC 

CCC 

ATG 

GAC 

GTA 

AAG 

TTC 

CCG 

GGT 

78 



GGT 

GGC 

CAG 

ATC 

GTT 

GGC 

GG£ 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 



AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

CGA 

AAG 

ACT 

156 



TCG 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGC 

AGG 

CGT 

CAA 

CCT 

ATC 

195 



ccc 

AAG 

GCG 

CGC 

CAG 

CCA 

GAG 

GGC 

AGA 

TCC 

TGG 

GCG 

CAG 

234 


10 

ccc 

GGG 

TAC 

CCT 

TGG 

ccc 

CTC 

TAT 

GGC 

AAT 

GAG 

GGC 

TGC 

273 



GGG 

TGG 

GCA 

GGG 

TGG 

CTC 

CTG 

TCT 

CCT 

CGC 

GGC 

TCT 

CGG 

312 



CCA 

TCT 

TGG 

GGC 

CCA 

AAT 

GAT 

CCC 

CGG 

CGG 

AGA 

TCG 

CGC 

351 



AAT 

CTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTG 

ACG 

TGC 

GGC 

TTC 

390 



GCC 

GAC 

CTC 

ATG 

GGA 

TAC 

ATCj 

CCG 

ATC 

GTG 

GGC 

GCC 

CCC 

429 



GTG 

GGG 

GGC 

GTC 

GCC 

AGG 

GCT 

\ CTG 

GCG 

CAT 

GGC 

GTC 

AGG 

468 

'iz-.S- 


GCT 

GTG 

GAG 

GAC 

GGG 

ATT 

AAC 

: TAT 

GCA 

ACA 

GGG 

AAT 

CTT 

507 



CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

: TTC 

CTT 

TTG 

GCA 

CTT 

CTT 

546 

Cl 

15 

TCG 

TGC 

CTC 

ACT 

GTT 

CCA 

GCC 

1 TCG 

GCT 





573 

s 


(2) 

INFORMATION FOR SEQ j[ 

D NO: 

140 : 





11 f; 




(i) 


SEQUENCE GB 

ARACTERISTICS : 




ru 






(A) 

LENGTH: 573 base pairs 



frl 

20 





(B) 

TYPE ? 

nucleic 

acid 










(C) 

STB 

LANE 

►EDNESS : 

single 




SI 






(D) 

TOPOLOGY : 

linear 









(vi) 


ORIGINAL SOURCE: 













(A) 

ORGANISM: 

homosapiens 










(C) 

INDIVIDUAL 

ISOLATE 

: Z8 




25 



(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 140: 




ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 



AAC 

ACC 

AAC 

CGC 

CGC 

CCT 

ATG GAT 

GTA 

AAA 

TTC 

CCA 

GGC 

78 



GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 



AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

3TG CGC 

GCG 

ACT 

CGG 

AAG 

ACT 

156 



TCG 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT GGC 

AGG 

CGT 

CAG 

CCT 

ATC 

195 


in 

CCC 

AAG 

GCA 

CGT 

CGG 

TCC 

GAG GGT 

AGG 

TCC 

TGG 

GCT 

CAG 

234 


JU 

CCC 

GGG 

TAC 

CCA 

TGG 

CCT I 

CTT TAC 

GGT 

AAT 

GAA 

GGC 

TGT 

273 



GGG 

TGG 

GCA 

GGT 

TGG 

CTC 

'CTG TCC 

ccc 

CGC 

GGC 

TCT 

CGA 

312 



CCG 

TCT 

TGG 

GGC 

CCA 

AAT 

GAT CCC 

CGG 

CGG 

AGG 

TCG 

CGC 

351 



AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT ACC 

CTC 

ACG 

TGC 

GGC 

TTC 

390 



GCC 

GAC 

CTC 

ATG 

GGA 

TAC 

ATC 

CCG 

CTC 

GTG 

GGC 

GCC 

CCA 

429 



GTA 

GGA 

GGC 

GTC 

GCC 

AGA 

GCC 

CTG 

GCG 

CAT 

GGC 

GTC 

AGG 

468 



GCT 

GTG 

GAG 

GAC 

GGG 

ATC 

AAC 

TAT 

GCA 

ACA 

GGG 

AAC 

CTT 

507 


35 


372577 1 




10 


15 


20 


25 


30 


CCT GGT TGC TCT TTC TCT ATC 
TCG TGC CTA ACC GTC CCA GCG 


( 2 ) 


INFORMATION FOR SEQ iq 

(i) 


SEQUENCE CH£j 

(A) LENGTH 

(B) TYPE: 

(C) strand: 

(D) TOPOLOQ 


(vi) 


ORIGINAL SOURCE: 


(A) 

(C) 


ORGANIS 


175 


TTC CTC TTG GCA CTT CTC 
TCT GCT 


NO: 141: 


tRACTERISTICS: 

573 base pairs 
nucleic acid 
^DNESS : single 

Y: linear 


homosapiens 
INDIVIDUAL ISOLATE: Z1 


M: 




(xi) 


SEQUENCE DE| 

5CRIPTION : SEQ : 

ID NO: 14 

ATG 

AGC 

ACA 

AAT 

CCT 

AAA 

CCTJ 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

AAC 

ACC 

AAC 

CGT 

CGC 

CCC 

ATGl 

GAT 

GTG 

AAA 

TTC 

CCG 

GGC 

GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GTT 

TAC 

TTG 

CTG 

CCG 

CGC 

AGG 

GGC 

CCC 

CGG 

TTG 

GGT 

GTG 

CGC 

GCA 

GCT 

CGG 

AAG 

ACT 

TCG 

GAG 

CGG 

TCA 

CAA 

CCT 

CGT 

GGC 

AGG 

CGT 

CAG 

CCT 

ATC 

CCC 

AAG 

GCG 

CGC 

CGG 

TCC 

GAG 

GGC 

AGG 

TCC 

TGG 

GCT 

CAG 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTT 

TAC 

GGC 

AAT 

GAG 

GGC 

TGT 

GGG 

TGG 

GCA 

GGG 

TGG 

CTC 

CTG 

TCC 

CCC 

CGC 

GGT 

TCC 

AGG 

CCG 

TCT 

TGG 

GGC 

CCC 

AAT 

GAT 

CCC 

CGG 

CGT 

AGG 

TCC 

CGT 

AAT 

CTG 

GGT 

AAA 

GTC 

ATC 

GAT 

ACC 

CTG 

ACG 

TGT 

GGC 

TTC 

GCC 

GAC 

CTC 

ATG 

GGA 

TAC 

ATY r 

CCG 

CTC 

GTA 

GGC 

GCC 

CCT 

GTG 

GGT 

GGC 

GTC 

GCC 

AGG 

GGC 

CTG 

GCG 

CAT 

GGC 

GTC 

AGG, 

GCC 

GTG 

GAG 

GAC 

GGA 

ATT 

AAC 

TAC 

GCA 

ACA 

GGG 

AAC 

CTT 

CCT 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTT 

CTT 

CTT 

GCA 

CTT 

CTC 

TCG 

TGC 

CTG 

ACA 

ACA 

CCA 

GCA 

TCT 

GCC 





(2) 

INFORMATION FOR SEQ ID NO 

: 142 

; ; 





(i) 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPQLOGY: linear 

ORIGINALl SOURCE 
(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: Z5 

SEQUENCE DESCRIPTION: SEQ ID NO: 142 


ATG AGC ACG AAT CCT AAA CCT CAA AGA AAA ACC AAA CGT 
AAC ACC AAC CGC CGC CCC ATG GAT GTA AAA TTC CCG GGT 
GGT GGT CAG ATC GTT GGC GGA GTT TAC TTG TTG CCG CGC 
AGG GGC CCC AGG TTG GGT GTG CGC GCG ACT CGG AAG ACT 


35 


546 

573 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


39 

78 

117 

156 


372577 1 



- 176 - 


10 


TCG 

GAG 

CGG 

TCG 

CAA 

CCT 

CGC 

GGC 

AGG 

CGT 

CAG 

CCT 

ATC 

CCC 

CAG 

GCA 

CGT 

CGG 

TCC 

GAG 

GGC 

AGG 

TCC 

TGG 

GCT 

CAG 

CCC 

GGG 

TAC 

CCT 

TGG 

CCT 

CTT 

TAT 

GGC 

AAT 

GAG 

GGC 

TGT 

GGG 

TGG 

GCA 

GGG 

TGG 

CTC 

CTG 

TCC 

CCC 

CGC 

GGA 

TCT 

CGG 

CCA 

TCT 

TGG 

GGC 

CAA 

AAT 

GAT 

CCC 

CGG 

CGT 

AGG 

TCC 

CGC 

AAT 

CTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTG 

ACG 

TGT 

GGC 

TTC 

GCC 

GAC 

CTC 

ATG 

GGA 

TAC 

ATT 

CCC 

CTC 

GTC 

GGC 

GCC 

CCA 

GTA 

GGT 

GGC 

GTC 

GCC 

AGG 

GCC 

TTC 

GCG 

CAT 

GGC 

GTC 

AGG 

GCC 

CTG 

GAG 

GAC 

GGA 

ATC 

AAC 

TA'f 

GCA 

ACA 

GGG 

AAT 

CTT 

CCT 

GGT 

TGC 

TCC 

TTT 

TCT 

ATC 

TT(p 

CTA 

CTT 

GCA 

CTT 

TTC 

TCG 

TGC 

TTG 

ACA 

ACA 

CCG 

GCA 

TCC 

GCT 





(2) 

INFORMATION FOR SEQ ID NO 

: 143 

, ; 





(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: / 573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY/: linear 


15 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: Z6 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 143 


20 


25 


30 


35 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT J 

[CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

AAC 

ACC 

AAC 

CGC 

CGC 

CCC 

ATG 

GAC 

GTT' 

AAG 

TTC 

CCG 

GGT 

GGT 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

AGG 

AAG 

ACT 

TCG 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT! 

GGG 

AGA 

CGC 

CAG 

CCT 

ATC 

CCC 

AAG 

GCA 

CGT 

CGA 

TCT 

GAG 

GGA 

AGG 

TCC 

TGG 

GCT 

CAG 

CCC 

GGG 

TAT 

CCA 

TGG 

CCT 

CTT 

TAC 

GGT 

AAT 

GAG 

GGT 

TGC 

GGG 

TGG 

GCG 

GGA 

TGG 

CTC 

CTG 

TCA 

CCC 

CGT 

GGC 

TCT 

CGA 

CCG 

TCT 

TGG 

GGT 

CCA 

AAT 

GAT 

CCC 

CGG 

CGA 

AGG 

TCC 

CGC 

AAC 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACT 

CTA 

ACT 

TGC 

GGT 

TTC 

GCC 

GAT 

CTC 

ATG 

GGA 

TAC 

ATC 

CCG 

CTC 

GTA 

GGC 

GCC 

CCC 

GTG 

GGC 

GGC 

GTC 

GCC 

AGG 

G 

qc 

CTG 

GCA 

CAT 

GGT 

GTT 

AGG 

GCT 

GTG 

GAG 

GAC 

GGG 

ATC 

A 

AT 

TAT 

GCA 

ACA 

GGG 

AAT 

CTT 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

A 1 

TC 

TTC 

CTC 

TTG 

GCA 

CTT 

CTT 

TCG 

TGC 

CTA 

ACT 

GTT 

CCC 

A 

(EC 

TCG 

GCC 




1 

(2) 

INFORMATION FOR SEQj 

ID NO: 

: 144 : 





(i) 


SEQUENCE 

(A) lenGt: 

(B) TYPE 

(c) stran: 

(D) TOPQL 


(vi) 


ORIGINAL 


372577 1 


[CHARACTERISTICS : 

H: 573 base pairs 

nucleic acid 
DEDNESS: single 

OGY : linear 


SOURCE : 


1 


195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 



(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: Z7 




(xi) 


SEQUENCE 

deI 

Ascription : ; 

SEQ : 

ID NO: 144 : 


ATG 

AGO 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCC 

ATG 

GAC 

GTT 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGA 

TTG 

GGT 

GTG 

CGC 

ACA 

ACT 

AGG 

AAG 

ACT 

156 

TCG 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGG 

AGA 

CGT 

CAG 

CCT 

ATC 

195 

CCC 

AAG 

GCA 

CGT 

CGA 

TCT 

GAG 

GGA 

AGG 

TCC 

TGG 

GCT 

CAA 

234 

CCC 

GGG 

TAC 

CCA 

TGG 

CCT 

CTT/ 

TAC 

GGT 

AAC 

GAG 

GGT 

TGC 

273 

GGG 

TGG 

GCA 

GGA 

TGG 

CTC 

TTG 

TCA 

CCC 

CGT 

GGC 

TCT 

CGA 

312 

CCG 

TCT 

TGG 

GGC 

CCA 

AAT 

GAT 

CCC 

CGG 

CGA 

AGG 

TCC 

CGC 

351 

AAC 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTA 

ACC 

TGC 

GGC 

TTT 

390 

GCC 

GAC 

CTC 

ATG 

GGA 

TAC 

AT <t 

CCG 

CTC 

GTA 

GGC 

GCC 

CCC 

429 

GTG 

GGC 

GGC 

GTC 

GCC 

AGG 

GCf 

CTA 

GCG 

CAT 

GGC 

GTT 

AGG 

468 

GCT 

CTG 

GAG 

GAC 

GGG 

ATT 

AAT 

TAT 

GCA 

ACA 

GGG 

AAC 

CTT 

507 

CCC 

GGT 

TGC 

TCT 

TTT 

TCT 

AT p 

TTC 

CTC 

TTG 

GCA 

CTT 

CTT 

546 

TCG 

TGC 

CTG 

ACT 

GTT 

CCC 

GGC 

TCG 

GCC 





573 

(2) 

INFORMATION FOR SEQ ID NO 

: 145 : 







(i) 


SEQUENCE 

/CHARACTERISTICS : 








(A) 

LEN 

GTH 

: 573 base pairs 







(B) 

TYP 

E : 

nucleic 

acid 








•(c) 

STR 

ANDEDNESS : 

single 








(D) 

TOP 

)LOGY : 

linear 







(vi) 


ORIGINAL 

SOURCE 

. 










(A) 

QRG; 

zySTISM: 

homosapiens 








(C) 

IND 

[I VI DUAL 

ISOLATE 

: DK13 





(xi) 


SEQUENCE 

DESCRIPTION: SEQ ! 

ID NO : 145 : 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

CGT 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA . 

ATG 

GAC 

GTT 

AAG 

TTC 

CCG 

GGT 

78 

GGC 

GGC 

CAG 

ATC 

GTT 

GGC 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCT 

AGA 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

AGG 

AAG 

ACT 

156 

TCG 

GAG 

CGG 

TCG 

CAA 

CCT 

CGT 

GGG 

AGG 

CGC 

CAG 

CCT 

ATC 

195 

CCC 

AAG 

GCG 

CGC 

CAA 

CTC < 

GAG 

GGT 

AGG 

TCC 

TGG 

GCT 

CAG 

234 

CCT 

GGG 

TAT 

CCT 

TGG 

CCC 

CTT 

TAC 

GGC 

AAT 

GAG 

GGC 

TGC 

273 

GGG 

TGG 

GCG 

GGA 

TGG 

CTC 

CTG 

TCA 

CCC 

CGT 

GGC 

TCT 

CGG 

312 

CCG 

TCT 

TGG 

GGC 

CCG 

AAT < 

GAT 

CCC 

CGG 

CGG 

AGG 

TCC 

CGC 

351 

AAC 

TTG 

GGT 

AAG 

GTC 

ATC i 

GAT 

ACC 

CTA 

ACT 

TGC 

GGC 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGA 

TAC . 

ATC 

CCG 

GTC 

GTA 

GGC 

GCC 

CCC 

429 

GTG 

GGT 

GGC 

GTC 

GCC 

AGA ' 

GCC 

CTG 

GCG 

CAT 

GGC 

GTC 

AGG 

468 

CTT 

CTG 

GAG 

GAC 

GGG 

GTC . 

AAT 

TAT 

GCA 

ACA 

GGG 

AAT 

CTT 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT - 

ATC 

TTC 

CTC 

TTG 

GCA 

CTG 

CTC 

546 

TCG 

TGC 

CTG 

ACT 

GTT 

CCC 

GCT 

TCG 

GCC 





573 


372577 1 



178 


10 


15 


20 


25 


30 


35 


( 2 ) 


INFORMATION FOR SEQ ID 


(i) 


NO: 146: 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

ORIGINAL SOURCE: 

(A) ORGANISM': homosapiens 

(C) INDIVIDUAL ISOLATE: SA4 


SEQUENCE DESQ 


RIPTION: SEQ ID NO: 146 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

<|AC 

GTT 

AAG 

TTC 

CCG 

GGC 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTC 

TAC 

TTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCT 

AGG 

TTG 

GGT* 

GTG 

CGC 

GCG 

ACT 

CGG 

AAG 

ACT 

TCA 

GAA 

CGG 

TCG 

CAA 

CCC 

CGT 

GGG 

CGG 

CGC 

CAG 

CCT 

ATT 

CCC 

AAG 

GCG 

CGC 

CAA 

CCC 

ACG 

GGC 

CGG 

TCC 

TGG 

GGT 

CAA 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTT 

jTAC 

GCC 

AAT 

GAG 

GGC 

CTC 

GGG 

TGG 

GCA 

GGG 

TGG 

TTG 

CTC 

TCC 

CCC 

CGA 

GGC 

TCT 

CGG 

CCT 

AAT 

TGG 

GGC 

CCC 

AAT 

GAC 

2CC 

CGG 

CGA 

AAG 

TCG 

CGC 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTA 

ACG 

TGC 

GGA 

TTC 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCG 

CTC 

GTA 

GGC 

GGC 

CCC 

GTT 

GGG 

GGC 

GTC 

GCA 

AGG 

GCC 

CTT 

GCA 

CAT 

GGT 

GTG 

AGG 

GTT 

CTT 

GAG 

GAC 

GGG 

GTA 

AAC 

TAT 

GCA 

ACG 

GGG 

AAT 

TTG 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTT 

ATC 

CTT 

GCA 

CTT 

CTC 

TCG 

TGC 

CTG 

ACC 

GTC 

CCG 

GCC 

TCT 

GCA 





(2) 

INFORMATION FOR SEQ ID 

NO 

: 147 : 





(i) 


HAJRA' 


SEQUENCE C 

(A) LENGTH : 

(B) TYPE 

(C) STRANDEJ] 

(D) TOPOLO' 


CTERISTICS : 

573 base pairs 
Inucleic acid 
[DNESS : single 

linear 


GtY 


(vi) 


(xi) 


ORIGINAL SOU 
(A) ORGANIS 
(C) INDIVID 

SEQUENCE DEd 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCT 

AGA 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

CGG 

AAG 

ACT 

TCA 

GAA 

CGG 

TCG 

CAA 

CCC 

CGT 

GGG 

CGG 

CGC 

CAG 

CCT 

ATT 

CCC 

AAG 

GCG 

CGC 

CAA 

CCC 

ACG 

GGC 

CGG 

TCC 

TGG 

GGT 

CAA 

372577 

l 













RCE : 

M: homosapiens 

UAL ISOLATE: SA5 

CRIPTION: SEQ ID NO: 147 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


39 

78 

117 

156 

195 

234 



10 


30 


ccc 

GGG 

TAC 

CCT 

TGG 

CCC 

CTT 

TAC 

GCC 

AAT 

GAG 

GGC 

CTC 

GGG 

TGG 

GCA 

GGG 

TGG 

TTG 

CTC 

TCC 

CCC 

CGA 

GGC 

TCT 

CGG 

CCT 

AAT 

TGG 

GGC 

CCC 

AAT 

GAC 

CCC 

CGG 

CGA 

AAA 

TCG 

CGC 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTA 

ACG 

TGC 

GGA 

TTC 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCG 

CTC 

GTA 

GGC 

GGC 

CCC 

GTT 

GGG 

GGC 

GTC 

GCA 

AGG 

GCC 

CTC 

GCA 

CAT 

GGT 

GTG 

AGG 

GTT 

CTT 

GAG 

GAC 

GGG 

GTA 

AAC 

TAT 

GCA 

ACA 

GGG 

AAT 

TTG 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTT 

ATC 

CTT 

GCA 

CTT 

CTC 

TCG 

TGC 

TTG 

ACC 

GTC 

CCA 

GCC 

TCT 

GCA 





(2) 

INFORMATION FOR SEQ ID 

NO 

: 14 8 

: ; 





179 - 


(i) 


'HARAi 


SEQUENCE C 

(A) LENGTH: 

(B) TYPE: 

(C) STRANDE 

(D) TOPOLOG 


(vi) 


CTERISTICS : 

573 base pairs 
nucleic acid 
DNESS : single 

Y : linear 


ORIGINAL SOURCE: 

(A) ORGANISpl: homosapiens 

SA7 


(C) INDIVIDUAL ISOLATE: 


J: 

15 



(xi) 


SEQUENCE DES 

CRIPTION : SEQ 

ID NO: 1< 

M: 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

£ 


AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

D 


GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

y 1 


AGG 

GGC 

CCT 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

CGG 

AAG 

ACT 

i y 


TCA 

GAA 

CGG 

TCG 

CAA 

ccc 

CGT 

GGG 

CGG 

CGC 

CAG 

CCT 

ATT 

■fn 

20 

ccc 

AAG 

GCG 

CGC 

CAA 

ccc 

ACG 

GGC 

CGG 

TCC 

TGG 

GGT 

CAA 



ccc 

GGG 

TAC 

CCT 

TGG 

CCC 

CTT 

TAC 

GCC 

AAT 

GAG 

GGC 

CTC 

m 


GGG 

TGG 

GCA 

GGG 

TGG 

TTG 

CTC 

TCC 

ccc 

CGA 

GGC 

TCT 

CGG 



CCT 

AAT 

TGG 

GGC 

CCC 

AAT 

GAC 

CCC 

CGG 

CGA 

AAG 

TCG 

CGC 



AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAC 

ACC 

CTA 

ACA 

TGC 

GGA 

TTC 



GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCG 

CTC 

GTA 

GGC 

GGC 

CCC 



GTT 

GGG 

GGC 

GTC 

GCA 

AGG 

GCT 

CTC 

GCA 

CAC 

GGT 

GTG 

AGG 



GTT 

CTT 

GAG 

GAC 

GGG 

GTA 

AAT 

TAC 

GCA 

ACA 

GGG 

AAT 

CTG 


25 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

ATC 

TTT 

ATC 

CTT 

GCA 

CTT 

CTC 



TCG 

TGC 

CTG 

ACC 

GTC 

CCA 

GCC 

TCC 

GCA 







(2) 

INFORMATION FOR SEQ II 

* NO: 

14 9 

i : 





(i) 


(A) 

(B) 

(C) 

(D) 


LENGTH 

TYPE: 


SEQUENCE CHARACTERISTICS: 


573 base pairs 
nucleic acid 


STRANDEDNESS : single 

TOPOLOGY: linear 


(vi) 


ORIGINAL SOURCE: 


(A) 

(C) 


ORGANISE 


homosapiens 


INDIVIDUAL ISOLATE: SA1 


35 


273 

312 

351 

390 

429 

468 

507 

546 

573 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


372577 1 



10 


(xi) 


SEQUENCE DE 


180 - 


SCRIPTION: SEQ ID NO: 149 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCTj 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAC 

ACC 

AAC 

CTC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

ggA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACT 

CGG 

AAG 

ACT 

156 

TCG 

GAA 

CGG 

TCG 

CAA 

CCC 

CGT 

GGG 

CGG 

CGC 

CAG 

CCT 

ATT 

195 

CCC 

AAG 

GCG 

CGC 

CAA 

CCC 

ACG 

GGC 

CGG 

TCC 

TGG 

GGT 

CAA 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTT 

TAC 

GCC 

AAT 

GAG 

GGC 

CTC 

273 

GGG 

TGG 

GCA 

GGG 

TGG 

TTG 

CT.fc 

TCC 

CCC 

CGA 

GGC 

TCT 

CGG 

312 

CCT 

AAT 

TGG 

GGC 

CCC 

AAT 

GAC 

CCC 

CGG 

CGG 

AAG 

TCG 

CGC 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GA ( T 

ACC 

CTA 

ACG 

TGC 

GGA 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCG 

CTC 

GTA 

GGC 

GGC 

CCC 

429 

GTT 

GGG 

GGC 

GTC 

GCA 

AGG 

GGT 

CTC 

GCA 

CAC 

GGT 

GTG 

AGG 

468 

GTT 

CTT 

GAG 

GAC 

GGG 

GTA 

A^C 

TAC 

GCA 

ACA 

GGG 

AAT 

TTG 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

AfC 

TTT 

ATC 

CTT 

GCA 

CTT 

CTT 

546 

TCC 

TGT 

CTG 

ATC 

ATC 

CCG 

GCC 

TCT 

GCA 





573 


(2) 


INFORMATION FOR SEQ ID NO: 150: 


15 


(i) 


SEQUENCE /CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPbLOGY: linear 


20 


(vi) ORIGINAlj SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA3 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 150: 


25 


30 


35 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

cc 

A* 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGT 

CAG 

ATC 

GTT 

GG' 


GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCC 

AGG 

TTG 

GG' 

Ij 

GTG 

CGC 

GCG 

ACT 

CGG 

AAG 

ACT 

156 

TCA 

GAA 

CGG 

TCG 

CAA 

CC' 

cj 

CGT 

GGA 

CGG 

CGC 

CAG 

CCT 

ATT 

195 

CCC 

AAG 

GCT 

CGC 

CAG 

CC' 


ACG 

GGC 

CGG 

TCC 

TGG 

GGT 

CAA 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

cccr 

CTT 

TAC 

GCC 

AAT 

GAG 

GGC 

CTC 

273 

GAG 

TGG 

GCA 

GGG 

TGG 

TT< 


CTC 

TCC 

CCC 

CGA 

GGC 

TCT 

CGG 

312 

CCT 

AGT 

TGG 

GGC 

CCC 

AA< 

£ 

GAC 

CCC 

CGG 

CGG 

AAA 

TCG 

CGC 

351 

AAT 

TTG 

GGT 

AAG 

GTC 

AT* 

t 

GAT 

ACC 

CTA 

ACG 

TGC 

GGA 

TTC 

390 

GCC 

GAT 

CTC 

ATG 

GGG 

TA< 

t 

ATC 

CCG 

CTC 

GTA 

GGC 

GGC 

CCC 

429 

GTT 

GGG 

GGC 

GTC 

GCA 

AG< 

b 

GCT 

CTC 

GCA 

CAT 

GGT 

GTG 

AGG 

468 

GTT 

CTT 

GAG 

GAC 

GGG 

GTj 

A 

AAC 

TAC 

GCA 

ACA 

GGG 

AAT 

TTA 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TC] 

F 

ATC 

TTT 

ATC 

CTT 

GCA 

CTT 

CTT 

546 

TCA 

TGC 

CTG 

ACC 

GTC 

CC] 

b 

GCC 

TCT 

GCA 





573 


( 2 ) 


INFORMATION FOR SEQ ID NO: 151: 


372577 1 


I 



18 


10 


15 


( i ) SEQUENCE CHARACfl 

(A) LENGTH: 

(B) TYPE: nucf 

(C) STRANDEDNQ 

(D) TOPOLOGY 

(vi) ORIGINAL SOURCE! 

(A) ORGANISM: 

(C) INDIVIDUAL! 

(xi) SEQUENCE DESCRl] 

ATG AGC ACG AAT CCT AAA CCT 

AAC ACC AAC CGC CGC CCA CAG 

GGT GGT CAG ATC GTT GGT GGA 

AGG GGC CCT AGG TTG GGT GTG 

TCA GAA CGG TCG CAA CCC CGT 

CCC AAG GCG CGC CAG CCC ACG 

CCC GGG TAC CCT TGG CCC CTT 

GGG TGG GCA GGG TGG TTG CTC 

CCT AAT TGG GGC CCC AAT GAC 

AAC TTG GGT AAG GTC ATC GAT 

GCC GAC CTC ATG GGG TAC ATC 

GTT GGG GGC GTC GCA AGG GCT 

GTC CTT GAG GAC GGG GTA AAC 

CCC GGT TGC TCT TTC TCT ATC 

TCA TGC CTG ACT GTC CCG ACC 


TERISTICS : 

!}73 base pairs 
leic acid 
SS : single 

linear 


homosapiens 
ISOLATE: ' SA13 

PTION: SEQ ID NO: 151 


AGA 

AAA 

ACC 

AAA 

AGA 

GTC 

AAG 

TTC 

CCG 

GGC 

TAC 

TTG 

TTG 

CCG 

CGC 

GCA 

ACT 

CGG 

AAG 

ACT 

CGG 

CGT 

CAG 

CCT 

ATC 

CGG 

TCC 

TGG 

GGT 

CAA 

GCC 

AAT 

GAG 

GGC 

CTC 

CCC 

CGA 

GGC 

TCT 

CGG 

CGG 

CGG 

AAA 

TCG 

CGC 

CTG 

ACG 

TGC 

GGA 

TTC 

CTC 

GTA 

GGC 

GGC 

CCC 

GCA 

CAC 

GGT 

GTG 

AGG 

GCA 

ACA 

GGG 

AAT 

TTA 

ATC 

CTT 

GCA 

CTT 

CTT 


GCC 


20 


(2) 


25 


30 


35 


INFORMATION FOR SEQ ID 
(i) 


152 : 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 573 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGK: linear 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA6 

SEQUENCE DESCRIPTION: SEQ ID NO: 152 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

AGA 

AAA 

ACC 

CAA 

AGA 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCT 

CGT 

ATG 

GGT 

GTG 

CGC 

GCG 

ACT 

CGG 

AAG 

ACT 

TCG 

GAA 

CGG 

TCG 

CAA 

CCC 

CGT 

GGA 

CGG 

CGT 

CAG 

CCT 

ATT 

CCC 

AAG 

GCG 

CGC 

CAA 

TCC 

GCG 

GGT 

CGG 

TCC 

TGG 

GGT 

CAA 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

CTT 

TAC 

GCC 

AAT 

GAG 

GGC 

CTC 

GGG 

TGG 

GCA 

GGG 

TGG 

TTG 

CTC 

TCC 

CCC 

CGA 

GGC 

TCT 

CGG 

CCT 

AAT 

TGG 

GGC 

CCC 

AAT 

GAC 

CCC 

CGG 

CGA 

AAA 

TCG 

CGC 

372577 

l 













t 


39 

78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


39 

78 

117 

156 

195 

234 

273 

312 

351 



( 


10 


15 


20 


25 


30 


AAT TTG 
GCC GAC 
GTT GGG 
GTT CTT 
CCC GGT 
TCG TGC 


GGT AAG 
CTC ATG 
GGC GTC 
GAG GAC 
TGC TCT 
CTA ACC 


- 182 - 


GTC ATC GAT ACC CfA ACG TGC GGA TTC 
GGG TAC ATC CCG CTC GTA GGC GGC CCC 
GCA AGG GCT CTC GCA CAC GGT GTG AGG 
GGG GTA AAC TAT GCA ACA GGG AAT TTG 
TTC TCT ATC TTT GTC CTT GCA CTT CTC 


GTC CCT GCC TCT G 


(2) 


INFORMATION FOR SEQ ID NO: 
(i) 


SEQUENCE 

(A) LENGTH: 573 

(B) TYPE: nucl 

(C) STRANDEDNES 

(D) TOPOLOGY: 


CA 


£L53 : 


CHARACTERISTICS : 

base pairs 
e|ic acid 

single 
inear 


(vi) 


(xi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 
(C) INDIVIDUAL 


lomosapiens 
ISOLATE : SA11 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 153 


( 2 ] 


INFORMATION FOR SEQ ID/ NO : 154: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH a 573 base pairs 

(B) TYPE: /nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(vi) ORIGINAL SdURCE 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: HK2 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 154 

ATG AGC ACA CTT CCA AAA CCC CAA AGA AAA ACC AAA AGA 


390 

429 

468 

507 

546 

573 


ATG 

AGC 

ACG 

AAT 

CCT 

AAA 

CCT 

CAA 

1 AGA 

AAA 

ACC 

AAA 

AGA 

39 

AAC 

ACC 

AAC 

CGC 

CGC 

CCA 

CAG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGC 

78 

GGT 

GGT 

CAG 

ATC 

GTT 

GGT 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

117 

AGG 

GGC 

CCT 

AGG 

TTG 

GGT 

GTG 

CGC] 

GCG 

ACT 

CGG 

AAG 

ACT 

156 

TCA 

GAA 

CGG 

TCG 

CAA 

CCC 

CGT 

GGG 

CGG 

CGT 

CAG 

CCT 

ATT 

195 

CCC 

AAG 

GCG 

CGC 

CAA 

CCC 

ACG 

GGC 

CGG 

TCC 

TGG 

GGT 

CAA 

234 

CCC 

GGG 

TAC 

CCT 

TGG 

CCC 

TTT 

TAC 

GCC 

AAT 

GAG 

GGC 

CTC 

. 273 

GGG 

TGG 

GCA 

GGG 

TGG 

CTG 

CTC 

Tdc 

CCT 

CGA 

GGC 

TCT 

CGG 

312 

CCT 

AAC 

TGG 

GGC 

CCC 

AAT 

GAC 

cdc 

CGG 

CGA 

AGA 

TCG 

CGC 

351 

AAT 

TTG 

GGC 

AAG 

GTC 

ATC 

GAT 

ACC 

CTA 

ACG 

TGC 

GGA 

TTC 

390 

GCC 

GAC 

CTC 

ATG 

GGG 

TAC 

ATC 

CCG 

CTC 

GTA 

GGC 

GGC 

CCC 

429 

GTT 

GGG 

GGC 

GTC 

GCA 

AGG 

GCC 

CTC 

GCA 

CAC 

GGT 

GTG 

AGA 

468 

GCT 

CTT 

GAG 

GAC 

GGG 

GTA 

AAT 

TAT 

GCA 

ACA 

GGG 

AAT 

CTT 

507 

CCC 

GGT 

TGC 

TCT 

TTC 

TCC 

ATC 

TTT 

ATC 

CTT 

GCA 

CTT 

CTC 

546 

TCG 

TGC 

TTG 

ACC 

GTC 

CCG 

GCC 

ACT 

GCA 





573 


39 


35 


372577 1 



T 


10 


183 - 


AAC 

ACC 

AAC 

CGT 

CGC 

CCA 

ACG 

GAC 

GTC 

AAG 

TTC 

CCG 

GGT 

GGC 

GGT 

CAG 

ATC 

GTT 

GGC 

GGA 

GTT 

TAC 

TTG 

TTG 

CCG 

CGC 

AGG 

GGC 

CCC 

CGG 

TTG 

GGT 

GTG 

CGC 

GCG 

ACG 

AGA 

AAG 

ACT 

TCC 

GAG 

CGA 

TCC 

CAG 

CCC 

AGA 

GGC 

AGG 

CGC 

CAA 

CCT 

ATA 

CCA 

AAG 

GCG 

CGC 

CAG 

CCC 

CAG 

GGC 

AGG 

CAC 

TGG 

GCT 

CAG 

CCC 

GGA 

TAC 

CCT 

TGG 

CCT 

CTT 

TAT 

GGA 

AAC 

GAG 

GGC 

TGT 

GGG 

TGG 

GCA 

GGT 

TGG 

CTC 

CTG 

TCC 

CCC 

CGC 

GGC 

TCC 

CGG 

CCA 

CAT 

TGG 

GGC 

CCC 

AAT 

GAC 

CCC 

CGG 

CGT 

CGA 

TCC 

CGG 

AAT 

TTG 

GGT 

AAG 

GTC 

ATC 

GAT 

ACC 

CTA 

ACG 

TGT 

GGG 

TTC 

GCC 

GAT 

CTC 

ATG 

GGG 

TAC 

AT)T 

CCC 

GTC 

GTG 

GGC 

GCG 

CCT 

TTG 

GGC 

GGC 

GTC 

GCG 

GCT 

GGG 

AAT 

Aic 

CTC 

GCA 

CAT 

GGC 

GTG 

AGG 

GCA 

ATC 

GAG 

GAC 

GGG 

ATC 

TAT 

GCA 

ACA 

GGG 

AAT 

CTC 

CCC 

GGT 

TGC 

TCT 

TTC 

TCT 

TTC 

CTT 

TTG 

GCA 

CTA 

CTC 

TCG 

TGC 

CTC 

ACA 

ACG 

CCA 

GCT 

TCG 

GCT 





(2) 

INFORMATION FOR SEQ ID NO: 

155 : 





15 


(i) 


SEQUENCE /CHARACTERISTICS : 

(A) LENGTH: 191 amino acids 

(B) TYP£: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPjDLOGY: unknown 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DK7 


20 


25 


30 




(xi) 


SEQUENCE 

2 DESCRIPTION: l 

3EQ : 

ID NO: 155 : 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

LyJ 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Glm 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Alla 

Pro 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

A 

r 

Gin 

Pro 

He 

65 

Pro 

Lys 

Ala 

Arg 

Arg 

70 

Pro 

Glu 

Gly 

Arg 

Thr 

75 

T 

T p 

Ala 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

G 

Ly 

30 

Cys 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

A 

rg 

Pro 

105 

Ser 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

A 

sn 

Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

A 

sp 

Leu 

Met 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val 

140 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

G 

\ y 

Ala 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 


35 


78 

117 

156 

195 

234 

273 

312 

351 

390 

429 

468 

507 

546 

573 


372577 1 



84 


10 


15 


20 


25 


30 


Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly \ 

ral 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 





165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser ! 

He 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 





180 



Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Ala ^ 

3er 

Ala 








185 




I 

1 

L90 








( 2 ) 


INFORMATION FOR SEQ ID 
(i) 


NO: 156: 


(Vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH:! 191 amino acids 

(B) TYPE: (amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: US11 

SEQUENCE DESCRIPTION: SEQ ID NO: 156: 


7 


Met 

Ser 

Thr 

Asn 

Pro 

Lys Pro 

Gin 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

1 




5 






10 





Thr 

Asn 

Arg 

Arg 

Pro 

Gin As] 

i 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 






25 




Gin 

lie 

Val 

Gly 

Gly 

Val Ty] 

** 

Leu 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





3! 

5 





40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala Tha 

c 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 



45 






50 





55 


Gin 

Pro 

Arg 

Gly Arg 

Arg Glln 

Pro 

lie 

Pro 

Lys 

Ala 

Arg 

Arg 




60 






65 





70 

Pro 

Glu 

Gly 

Arg 

Thr 

Trp Ale 

a 

Gin 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 






80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly ( 

Zp 

3 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 






95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 1 

? c c 

D 

Ser 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 


100 





LO! 

5 





110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn ] 

Jeu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 






120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp I 

ieu 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 






135 





140 

Gly 

Ala 

Pro 

Leu 

Gly 

Gly 1 

kla 

Ala 

Arg- 

Ala 

Leu 

Ala 

His 

Gly 





145 






150 





Val 

Arg 

Val 

Leu 

Glu 

Asp ( 

ny 

Val 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 






165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe : 

3er 

He 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





L75 





180 



Ser 

Cys 

Leu 

Thr 

Val 

Pro 1 

\la 

Ser 

Ala 








185 






190 








35 


372577 1 



■IHh R 


r 


- 185 - 


INFORMATION FOR SEQ ID NO: 157: 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH]: 191 amino acids 

(B) TYPE: | amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


ORIGINAL SOURCE: 

(A) ORGANISljl: homosapiens 

(C) INDIVIDUAL ISOLATE: S14 


SEQ ID NO: 


SEQUENCE DESCRIPTION: 


157 : 


Ser Thr Asn Pro Lys Pro Gin Arg Lys Thr Lys Arg Asn 
5 j 10 

Asn Arg Arg Pro Gin Asp Val Lys Phe Pro Gly Gly Gly 

20 j 25 

lie Val Gly Gly Val Tyr ILeu Leu Pro Arg Arg Gly Pro 
30 35 I 40 

Leu Gly Val Arg Ala ThrlArg Lys Thr Ser Glu Arg Ser 
45 / 50 55 

Pro Arg Gly Arg Arg Gin Pro lie Pro Lys Ala Arg Arg 
60 / 65 70 

Glu Gly Arg Thr Trp Ala Gin Pro Gly Tyr Pro Trp Pro 
75 / 80 

Tyr Gly Asn Glu Gly Cys Gly Trp Ala Gly Trp Leu Leu 

90 95 

Pro Arg Gly Ser Arg Pro Ser Trp Gly Pro Thr Asp Pro 
100 10B 110 

Arg Arg Ser Arg Asn Leu Gly Lys Val lie Asp Thr Leu 
115 I 120 125 

Cys Gly Phe Ala Asp Leu Met Gly Tyr lie Pro Leu Val 
130 I 135 140 

Ala Pro Leu Gly Gly Ala Ala Arg Ala Leu Ala His Gly 
145 [ 150 

Arg Val Leu Glu Asp GfLy Val Asn Tyr Ala Thr Gly Asn 

160 J 165 

Pro Gly Cys Ser Phe Ser lie Phe Leu Leu Ala Leu Leu 
170 175 180 

Cys Leu Thr Val Pro Ala Ser Ala 
185 190 


INFORMATION FOR SEQ ID NO: 158: 


SEQUENCEl CHARACTERISTICS : 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


372577 1 



(vi) 


\ 


- 186 - 


ORIGINAL SOURCE: 

(A) ORGANISM:) homosapiens 
(C) INDIVIDUAL ISOLATE: SW1 


10 


15 


20 


25 


30 


35 




(xi) 


SEQUENCE DESCRIPTION: SEQ ! 

ID NO: 158 : 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

Gin 

\ 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val 

I 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

1 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Argl 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly Arg 
60 

Arg 

Gin 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Arg 

70 

Pro 

Glu 

Gly 

Arg 

Thr 

75 

Trp 

Ala 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Cys 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Ser 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Met 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val 

140 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

Gly 

Ala 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

Val 

Asn 

Tyr 

Ala 

165 

Thr 

Gly Asn 

Leu 

Ser 

Pro 

170 

Cys 

Gly 

Leu 

185 

Cys 

Thr 

Ser 

Val 

Phe 

Pro 

Ser 

175 

Ala 

lie 

Ser 

190 

Phe 

Ala 

Leu 

Leu 

Ala 

180 

Leu 

Leu 


( 2 ) 


INFORMATION FOR SEQ ID NO 
(i) 


SEQUENCE CHARAC 

(A) LENGTH : 

(B) TYPE: ami 

(C) STRANDEDNE 

(D) TOPOLOGY: 


TERISTICS : 

3l 91 amino acids 
no acid 
SS : unknown 

unknown 


(vi) 


(xi) 


ORIGINAL SOURCE 
(A) ORGANISM: 

(C) INDIVIDUAL 

SEQUENCE DESCRIPTION : 


Met Ser Thr Asn Pro Lys Pro Glifi 
1 5 


159 


homosapiens 
ISOLATE: S18 


SEQ ID NO: 159 


Arg Lys Thr Lys Arg Asn 
10 


372577 1 



187 


10 


15 


Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

7 

7al 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

He 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 


jeu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

2 

1 

^rg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

I 

3 ro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Arg 

70 

Pro 

Glu 

Gly 

Arg 

Thr 

75 

Trp 

Ala 

Gin 

| 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Cys 

Gly 

| 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Ser 

| 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

Gly 
12 0 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Met 

1 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val 

140 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

Gly 

Ala 

(Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

j 

/ Val 

Asn 

Tyr 

Ala 

165 

Thr 

Gly 

Asn 

Leu 

Ser 

Pro 

170 

Cys 

Gly 

Leu 

185 

Cys 

Thr 

Ser 

Val 

Phe 

Pro 

Ser 

175 

Ala 

f lie 

Ser 

190 

Phe 

Ala 

Leu 

Leu 

Ala 

180 

Leu 

Leu 


20 


(2) INFORMATION FOR SEQ |D NO: 160: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE:! amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOIfOGY : unknown 


25 


30 


35 


(vi) ORIGINAL &OURCE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DR4 

(xi) SEQUENCE 


DESCRIPTION: SEQ ID NO: 


Met 

1 

Thr 

15 

Gin 

Arg 

Gin 


Ser Thr Asn Pro Lys Ptro Gin Arg Lys Thr Lys Arg Asn 


30 

Leu Gly Val Arg Ala l] 
45 

Pro Arg Gly Arg Arg G] 
60 


160 : 


10 

[sp Val Lys Phe Pro Gly Gly Gly 

25 


Asn Arg Arg Pro Gin A| 

20 

lie Val Gly Gly Val llyr Leu Leu Pro Arg Arg Gly Pro 


35 40 

hr Arg Lys Thr Ser Glu Arg Ser 
50 55 

iLn Pro lie Pro Lys Ala Arg Arg 
65 70 


372577 1 



- 18! 


10 


15 


Pro 

Glu 

Gly 

Arg 

Thr 

Trp 

Ala 

Gin 

1 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 





80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 


/ 



95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 


100 





105 

/ 




110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





1-2 0 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 




/ 

135 





140 

Gly 

Ala 

Pro 

Leu 

Gly 

Gly Ala 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 



1 


150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

Val 

Asn 

Tyr 

Ala 

Thr 

Gly Asn 

155 





160 





165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

/lie 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 





180 



Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Ala | 

[Ser 

Ala 








185 





190 







(2) 

INFORMATION FOR SEQ ID NO: 

161 : 






(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE:/ amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOJiOGY: unknown 


20 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA10 


(xi) 


SEQUENCE/ DESCRIPTION: SEQ ID NO: 161: 



Met 

Ser 

Thr 

Asn 

Pro 

Lys 

/Pro 

Gin 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 


1 




5 



/ 



10 





25 

Thr 

Asn 

Arg 

Arg 

Pro 

Gin 

Asp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 

f 




25 



Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Leu 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 



30 






35 





40 




Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 




45 






50 





55 



Gin 

Pro 

Arg 

Gly 

Arg 

Ari 

Gin 

Pro 

lie 

Pro 

Lys 

Ala 

Arg 

Gin 





60 






65 





70 

30 

Pro 

Glu 

Gly 

Arg 

Thr 

Trp 

Ala 

Gin 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 






80 






Leu 

Tyr 

Gly 

Asn 

Glu 

Gl 

F 

Leu 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 


85 





9 

fo 





95 




Ser 

Pro 

Arg 

Gly 

Ser 

Ax 

g 

Pro 

Ser 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 



100 





1 

105 





110 




Arg 

Arg 

Arg 

Ser 

Arg 

As 

n 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 




115 






120 




125 



35 


372577 1 



# 


# 


- 189 - 


10 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 




1 

135 





140 

Gly 

Ala 

Pro 

Leu 

Gly 

Gly 

Ala 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 



| 


150 




Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

V:al 

Asn 

Tyr 

Ala 

Thr 

Gly Asn 

155 





160 


| 



165 




Leu 

Pro 

Gly 

Cys 

Pro 

Phe 

Ser 

I'le 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 

1 




180 



Ser 

Cys 

Leu 

Thr 

lie 

Pro 

Ala 

Ser 

Ala 








185 





i90 

1 







(2) 

INFORMATION FOR SEQ ID NO: 

: 162 : 






(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH:! 191 amino acids 

(B) TYPE: jamino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


15 


(vi) ORIGINAL SOURCE: 

(A) ORGAN IfiSM : homosapiens 

(C) INDIVIDUAL ISOLATE: S45 


20 


25 


30 


35 




(xi) 


SEQUENCE DEI 

SCRIPTION : SEQ ! 

ID NO: 

L62 : 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Prjb 

Gin 

Arg 

Ala 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Atdp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

He 

30 

Val 

Gly 

Gly 

Val 

Tyr 

Jr 5 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

ifhr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly Arg 
60 

Arg 

Gin 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Arg 

70 

Pro 

Glu 

Gly 

Arg 

Ala 

75 

Trp 

Ala 

Gin 

Pro 

Gly 

80 

His 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

(Leu 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Ser 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn 

' Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp! 

Leu 

Met 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val' 

140 

Gly Ala 

Pro 

Leu 

Gly 

145 

Gly Ala 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp' 

160 

Gly Val 

Asn 

Tyr 

Ala 

165 

Thr 

Gly Asn 

Leu 

Pro 

170 

Gly 

Cys 

Ser 

Phe 

1 

[ 

Ser 

175 

lie 

Phe 

Leu 

Leu 

Ala 

180 

Leu 

Leu 


372577 1 



0 


I F 


- 1 


90 - 


Ser Cys Leu Thr lie Pro Ala Ser Ala 
185 190 


( 2 ) 


10 


15 


20 


25 


30 


INFORMATION FOR SEQ ID /NO: 

(i) 


163 : 


(vi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH:/ 191 amino acids 

(B) TYPE: kmino acid 

(C) STRANDEfDNESS : unknown 

(D) TOPOLOGY : unknown 

ORIGINAL SOURCE: 

(A) ORGANISM : homosapiens 

(C) INDIVIDUAL ISOLATE: D1 




(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 163: 

Met 

Ser 

Thr 

Asn 

Pro 

Lys 

pjo 

Gin 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

1 




5 


/ 



10 





Thr 

Asn 

Arg 

Arg 

Pro 

Gin 

Ahp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 

/ 




25 




Gin 

lie 

Val 

Gly 

Gly 

Val 

fyr 

Leu 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





/ 35 





40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala 

/Thr 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 



45 



i 

( 

50 





55 


Gin 

Pro 

Arg 

Gly Arg 

Arg / 

Gin 

Pro 

lie 

Pro 

Lys 

Ala 

Arg 

Arg 




60 


1 



65 





70 

Pro 

Glu 

Gly 

Arg 

Ala 

Trp 

Ala 

Gin 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 

/ 




80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gif 

Leu 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





9p 





95 




Ser 

Pro 

Arg 

Gly 

Ser 

Ai/g 

Pro 

Ser 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 


100 





105 





110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

He 

Asp 

Thr 

Leu 



115 



/ 


120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 


/ 



135 





140 

Gly 

Ala 

Pro 

Leu 

Gly 

(Sly Ala 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 

/ 




150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

Val 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 





165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

lie 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 



i 


175 





180 



Ser 

Cys 

Leu 

Thr 

lie 

Pro 

Ala 

Ser 

Ala 








185 





190 








35 


(2) INFORMATION fOR SEQ ID NO 

(i) 


164 : 


SEQUENCE CHARACTERISTICS: 

(aF LENGTH: 191 amino acids 


372577 1 


I 



1$1 


10 


15 


20 


(B) 

(C) 

(D) 


TYPE : am 

strandedn: 

TOPOLOGY : 


ino acid 
ESS : unknown 

unknown 


(vi) 


(xi) 


ORIGINAL SOURCE : 

(A) ORGANISM! homosapiens 
(C) INDIVIDUAL ISOLATE: US 6 

SEQUENCE DESC 


RIPTION: SEQ ID NO: 164: 


25 


Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

G 

In 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

1 




5 






10 





Thr 

Asn 

Arg 

Arg 

Pro 

Gin 

Asp 

V 

al 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 






25 




Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

1 

eu 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





35 






40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

A 

rg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 



45 






50 





55 


Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

1 

'ro 

lie 

Pro 

Lys 

Ala 

Arg 

Arg 




60 




j 


65 





70 

Pro 

Glu 

Gly 

Arg 

Ala 

Trp 

Ala 

r 

(In 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 



/ 



80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Met 

r 

Hy 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 


/ 




95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

/Ser 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 


100 





105 , 






110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leul 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 




/ 

120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu/ 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 



7 



135 





140 

Gly 

Ala 

Pro 

Leu 

Gly 

Gly Ala 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 


J 




150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Giy 

Val 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 

j 





165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Sdr 

He 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 






180 



Ser 

Cys 

Leu 

Thr 

lie 

Pro 

Ala 

Ser 

Ala 







30 


35 


( 2 ) 


INFORMATION FOR SE' 

(i) 


ID NO: 165: 


(vi) 


372577 1 


SEQUENCE/ CHARACTERISTICS : 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRIANDEDNESS : unknown 

(D) TOPOLOGY: unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: P10 





- 192 - 





(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 165: 


Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

/6ln 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 


Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

5 

Gin 

lie 

30 

Val 

Gly 

Gly Val 

Tyr 

3f5 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 


Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 


Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

GZLn 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Arg 

70 


Pro 

Glu 

Gly 

Arg 

Ala 

75 

Trp 

Ala 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

10 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Leu 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 


Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg I 

[Pro 

105 

Ser 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 


Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn/ 

Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

15 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Met 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val 

140 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

Gl jr 

Ala 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 


Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

ISO 

Gly 

Val 

Asn 

Tyr 

Ala 

165 

Thr 

Gly Asn 

20 

Leu 

Ser 

(2) 

Pro Gly Cys Ser 
170 

Cys Leu Thr lie 
185 

INFORMATION FC 

Phe Ser lie 

J 175 

Pro Ala Ser 
/ 190 

JR SEQ ID NO 

Phe Leu 
Ala 

: 166 : 

Leu 

Ala 

180 

Leu 

Leu 


25 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1-91 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


(vi) ORIGINAL SOURCE: 

(A ORGANISM: homosapiens 

(Ci INDIVIDUAL ISOLATE: DK1 


30 


35 


(xi) 


15 

Gin lie Val Gly Gl 
30 


QUENCE DESCRIPTION: SEQ ID NO: 166 


Lys 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Gin 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 


372577 1 



10 




\ 


193 


15 


Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thz 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Glr . 

Pro 

He 

65 

Pro 

Lys 

Ala 

Arg 

Arg 

70 

Pro 

Glu 

Gly 

Arg 

Ala 

75 

Trp 

Ala 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Met 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Ser 

Trp 

Gly 

Pro 

Asn 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Met 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val 

140 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

Gly 

Ala 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

Val 

Asn 

Tyr 

Ala 

165 

Thr 

Gly 

Asn 

Leu 

Ser 

Pro 

170 

Cys 

Gly 

Leu 

185 

Cys 

Thr 

Ser 

lie 

Phe 

Pro 

Ser 
175 1 
Ala 

lie 

Ser 

190 

Phe 

Ala 

Leu 

Leu 

Ala 

180 

Leu 

Leu 


20 


(2) INFORMATION FOR SEQ ]/D NO: 167: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 191 amino acids 

(B) TYPE:/ amino acid 

(C) STRANDEDNESS : unknown 

(D) TOPOLjOGY : unknown 


25 


30 


(vi) ORIGINAL SOURCE : 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: T10 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 167: 


Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

P:: 

'O 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Ai 3 

‘P 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tv 

:s 

r r 

5 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

TI 

ir 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

g: 

n 

1 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Gin 

70 

Pro 

Glu 

Gly 

Arg 

Ala 

75 

Trp 

Al 

f 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Me 

\ 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 


35 


372577 1 





- 194 


10 


Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 


100 





105 

\ 




110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

M<jst 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 




1 

135 





140 

Gly 

Ala 

Pro 

Leu 

Gly 

Gly 

Ala 

AO. a 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 



/ 


150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

Val 

/ 

Asn 

Tyr 

Ala 

Thr 

Gly Asn 

155 





160 




165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

tie 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 

/ 




180 



Ser 

Cys 

Leu 

Thr 

lie 

Pro 

Ala , 

/Ser 

Ala 








185 




/ 

190 







(2) 

INFORMATION FOR SEQ ID NO: 

: 168 : 






15 


(i) 


SEQUENCE CHARACTERISTICS 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPjDLOGY : unknown 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SW2 


20 


25 


30 


35 




(xi) 


SEQUENCE DESCRIPTION: SEQ ! 

ED NO: 168 : 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lyfe 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gljn 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

atg 

Gin 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Gin 

70 

Pro 

Glu 

Gly 

Arg 

Ala 

75 

Trp 

Ala 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

C fly 

| 90 

Met 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Ser 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

ksn 

Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Met 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val 

140 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

Gly 

Ala 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 


372577 1 





10 


/ 


- 195 A 


Val Arg Val Leu Glu Asp Gly Val A^n Tyr Ala Thr Gly Asn 
155 160 

Leu Pro Gly Cys Ser Phe Ser lie P 
. 170 175 

Ser Cys Leu Thr lie Pro Ala Ser Ala 
185 190 


165 

Hie Leu Leu Ala Leu Leu 
180 


(2) INFORMATION FOR SEQ ID NO 
(i) 


169 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 19l| amino acids 


(B) 

(C) 

(D) 


TYPE: 


amino acid 


STRANDEDNESS : unknown 

TOPOLOGY ; 


unknown 


(vi) ORIGINAL SOURCE: [ 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: IND3 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 169: 


'~Z 5 

15 

Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

Gin 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

M: 


1 




5 





10 





2 


Thr 

Asn 

Arg 

Arg 

Pro 

Gin 

Asp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 



15 





20 





25 




LO 


Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Leu 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 

nil 



30 





35 





40 





Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 


20 



45 





50 





55 


ffT: 


Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pro 

He 

Pro 

Lys 

Ala 

Arg 

Arg 

■=r^ 





60 





65 





70 



Pro 

Glu 

Gly 

Arg 

Ala 

Trp 

Ala 

Gin 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 







75 





80 







Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Leu 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 



85 





90 





95 





25 

Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 



100 





105 





110 





Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 





115 





120 





125 




Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 






130 





135 





14 0 



Gly 

Ala 

Pro 

Leu 

Gly 

Gly 

Ala 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 







145 





150 






30 

Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

Val 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 


155 





160 





165 






Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

I1& 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 




170 





175 





180 





Ser 

Cys 

Leu 

Thr 

lie 

Pro 

Ala 

Seif 

i 

Ala 







35 


372577 1 



ia6 


10 


15 


20 


25 


30 


35 


( 2 ) 


INFORMATION FOR SEQ ID NO 
(i) 


170 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 190. amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: Unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: jiomosapiens 

(C) INDIVIDUAL ISOLATE: IND8 

SEQUENCE DESCRIPTION: SEQ ID NO: 


170 : 


Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

Gin 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

1 




5 






10 





Thr 

Asn 

Arg 

Arg 

Pro 

Gin 

Asp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 






25 




Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Leu i 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





35 



f 



40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 



45 





5° 





55 


Gin 

Pro 

Arg 

Gly Arg 

Arg 

Gin 

Pro 

lie 

Pro 

Lys 

Ala 

Arg 

Arg 




60 






65 





70 

Pro 

Glu 

Gly 

Arg 

Ala 

Trp 

Ala 

G1 

n 

Pro 

Gly 

His 

Pro 

Trp 

Pro 





75 






80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Leu 

G1 

y 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 






95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Se 

f 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 


100 





105 





110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gl- 

{ 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





12 

0 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Me: 

L 

Gly 

Tyr 

He 

Pro 

Leu 

Val 




130 






135 





140 

Gly Ala 

Pro 

Leu 

Gly 

Gly 

Ala 

Al 

a 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 






150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

Va 

1 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 






165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

11 

e 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 






180 



Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Ala 

Se 

r 

Ala 







185 


19 


( 2 ) 


INFORMATION FOR SEQ ID NO 


(i) 


SEQUENCE CHARAJ 

(A) LENGTH 

(B) TYPE: ami 

(c) stranded: 

(D) TOPOLOGY 


171 : 
CTERISTICS : 

191 amino acids 
ino acid 
SS : unknown 

unknown 


(vi) 


>NE 


ORIGINAL SOURCE: 


372577 1 



(A) 

(C) 


ORGANISM 

individua: 


homosapiens 
ISOLATE: S9 




(xi) 


SEQUENCE DESCRI 

PTION: SEQ ! 

ED NO : 

L71 : 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

Girl 

Arg 

1 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val! 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

His 

70 

Pro 

Glu 

Gly 

Arg 

Ala 

75 

Trp 

Ala 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Leu 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Seri 

Trp 

Gly 

Pro 

Asn 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Met 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val 

140 

Gly Ala 

Pro 

Leu 

Gly 

145 

Gly 

Ala 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

Va] 

Asn 

Tyr 

Ala 

165 

Thr 

Gly Asn 

Leu 

Ser 

Pro 

170 

Cys 

Gly 

Leu 

185 

Cys 

Thr 

Ser 

He 

Phe 

Pro 

Ser lie 
175 

Ala Se r 
19 ) 

Phe 

Ala 

Leu 

Leu 

Ala 

180 

Leu 

Leu 


( 2 ) 


INFORMATION FOR SEQ ID 


(i) 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS 


(A) 

(B) 

(C) 

(D) 


172 


LENGTH: 191 amino acids 

TYPE: amino acid 

STRANDEDNESS : unknown 


TOPOLOGY 


unknown 


IE: 


homosapiens 


ORIGINAL SOUR' 

(A) ORGANISM 

(C) INDIVIDUAL ISOLATE: HK3 

SEQUENCE DESCRIPTION: SEQ ID NO: 


Met Ser Thr Asn Pro Lys Pro Gj 
1 5 


172 : 


In Arg Lys Thr Lys Arg Asn 
10 


372577 1 



IS 8 


10 


15 


Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin' 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 
/ 50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

/ Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Gin 

70 

Pro 

Glu 

Gly 

Arg 

Thr 

75 

Trp 

Ala/ 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Met/ 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

las 

Asn 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Ipu 

Met 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val 

140 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

Gly 

yal 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

/Gly Val 

Asn 

Tyr 

Ala 

165 

Thr 

Gly 

Asn 

Leu 

Ser 

(2) 

Pro Gly Cys Ser Phe /Ser lie 
170 / 175 

Cys Leu Thr Thr Pro/ Ala Ser 
185 / 190 

INFORMATION FOR EEQ ID NO: 

Phe Leu 
Ala 

: 173 : 

Leu 

Ala 

180 

Leu 

Leu 


20 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) HENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) /TOPOLOGY : unknown 


25 


(vi) ORIGINAL SOURCE: 

(A) / ORGANISM: homosapiens 

(C) /INDIVIDUAL ISOLATE: HK5 


30 


35 




(xi) 


SEQUENCE DESCRIPTION: SEQ : 

ID NO: 173 : 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

'Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

Pro 

He 

65 

Pro 

Lys 

Ala 

Arg 

Arg 

70 


372577 1 





\ 


10 


15 


20 


25 


30 


- 199 - 


Pro 

Glu 

Gly 

Arg 

Thr 

75 

Trp 

Ala 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Met 

Ser 

Pro 

100 

His 

Gly 

Ser 

Arg 

Pro 

105 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

Gly 

Val 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

lie 

Pro 

170 

Gly 

Cys 

Ser 

Phe 

Ser 

175 

Ser 

Cys 

Leu 

185 

Thr 

Thr 

Pro 

Val 



Ser A|La 
190 


( 2 ) 


INFORMATION FOR SEQ ID NO: 

(i) SEQUENCE CHARACTIf 

(A) LENGTH: 19 

(B) TYPE: amin<b 

(C) STRANDEDNESS 

(D) TOPOLOGY: 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: 
(C) INDIVIDUAL 


174 : 

RISTICS: 
amino acids 
acid 

unknown 
fmknown 


jhomosapiens 
ISOLATE: HK4 




(xi) 


SEQUENCE DESCRIP 

TION: SEQ ! 

ID NO: 174 : 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Gin 

70 

Pro 

Glu 

Gly 

Arg 

Thr 

75 

Trp 

Ala 

Gin 

[Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Met 

Gly | 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Ser 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

Gly 

120 

jys 

Val 

lie 

Asp 

Thr 

125 

Leu 


35 


372577 1 



10 


- 200 

Thr Cys Gly Phe Ala Asp Leu Met G Ly Tyr lie Pro Leu Val 
130 135 140 

Gly Ala Pro Leu Gly Gly Val Ala A:rg Ala Leu Ala His Gly 

145 150 

Val Arg Val Val Glu Asp Gly Val Asn Tyr Ala Thr Gly Asn 
155 160 165 

Leu Pro Gly Cys Ser Phe Ser lie Pie Leu Leu Ala Leu Leu 
170 175 180 

Ser Cys Leu Thr lie Pro Ala Ser AfLa 
185 190 


(2) INFORMATION FOR SEQ ID NO: 
(i) 


175 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: aminp acid 

(C) STRANDEDNESB : unknown 

(D) TOPOLOGY: Unknown 


15 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Ihomosapiens 

(C) INDIVIDUAL (ISOLATE : P8 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 175: 


f=! 


Met 

Ser 

Thr 

Thr 

Pro 

Lys 

Pro 

Gin 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

Ifl 


1 




5 





10 







Thr 

Ser 

Arg 

Arg 

Pro 

Gin 

Asp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

m 


15 





20 





25 




. 

20 

Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Leu 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 

- - 


30 





35 





40 





Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 





45 





50 





55 




Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pro 

lie 

Pro 

Lys 

Ala 

Arg 

Arg 






60 





65 





70 



Pro 

Glu 

Gly 

Arg 

Ala 

Trp 

Ala 

Gin 

Pro 

Gly 

His 

Pro 

Trp 

Pro 


25 





75 





80 






Leu 

Tyr 

Ala 

Asn 

Glu 

Gly 

Leu 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 



85 





90 





95 






Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 




100 





105 





110 





Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

I Lys 

Val 

lie 

Asp 

Thr 

Leu 





115 





120 





125 




Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 


30 




130 





135 





140 


Gly 

Gly 

Pro 

Leu 

Gly 

Gly 

Val 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 







145 





150 






Val 

Arg 

Val 

Val 

Glu 

Asp 

Gly 

Val 

Asn 

Tyr 

Ala 

Thr 

Gly Asn 



155 





160 





165 






Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

He 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 




170 





175 





180 




35 


372577 1 



201 


Ser Cys Leu Thr lie Pro Ala Ser 
185 190 


(2) 


INFORMATION FOR SEQ ID NO: 

(i) 


.la 


176 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


(vi) 


ORIGINAL SOURCE: 
(A) ORGANISM: 


(C) 


homosapiens 


INDIVIDUAL ISOLATE 


T3 


10 

Met 

Ser 

(xi) 

Thr 

Asn 

SEQUENCE DESCRII 
Pro Lys Pro Gin 

?TION : SEQ ! 

Arg Lys Thr 

ID NO: 176 : 

Lys Arg Asn 


1 

Thr 

Asn 

Arg 

Arg 

5 

Pro 

Gin 

S' 

Asp 

Val 

1 

Lys 

10 

Phe 

Pro 

Gly 

Gly 

Gly 

15 

15 

Gin 

lie 

Val 

Gly 

Gly 

20 

Val 

Tyr 

Leu 

1 

Leu 

Pro 

25 

Arg 

Arg 

Gly 

Pro 

Arg 

30 

Leu 

Gly 

Val 

Arg 

Ala 

35 

Thr 

Arg 

Lys 

Thr 

Ser 

40 

Glu 

Arg 

Ser 


Gin 

Pro 

45 

Arg 

Gly 

Arg 

Arg 

Gin 

50 

Pro 

lie 

Pro 

Lys 

Ala 

55 

Arg 

Arg 


Pro 

Glu 

Gly 

60 

Arg 

Ala 

Trp 

Ala 

Gin 

65 

Pro 

Gly 

Tyr 

Pro 

Trp 

70 

Pro 

20 

Leu 

Tyr 

Gly 

Asp 

75 

Glu 

Gly 

Met 

Gly 

Trp 

80 

Ala 

Gly 

Trp 

Leu 

Leu 

85 

Ser 

Pro 

Arg 

Gly 

Ser 

90 

Arg 

Pro 

Asn 

Trp 

Gly 

95 

Pro 

Thr 

Asp 

Pro 


Arg 

100 

Arg 

Arg 

Ser 

Arg 

Asn 

105 

Leu 

Gly 

Lys 

Val 

lie 

110 

Asp 

Thr 

Leu 


Thr 

Cys 

115 

Gly 

Phe 

Ala 

Asp 

Leu 

120 

Met 

Gly 

Tyr 

lie 

Pro 

125 

Leu 

Val 

25 

Gly 

Ala 

Pro 

130 

Leu 

Gly 

Gly 

Val 

Ala 

135 

Arg 

Ala 

Leu 

Ala 

His 

140 

Gly 


Val 

Arg 

Val 

Leu 

145 

Glu 

Asp 

Gly 

Val 

Asn 

150 

Tyr 

Ala 

Thr 

Gly 

Asn 


155 

Leu 

Pro 

Gly 

Cys 

Ser 

160 

Phe 

Ser 

Ile i 

Phe 

Leu 

165 

Leu 

Ala 

Leu 

Leu 

30 

Ser 

17 0 
Cys 

Leu 

185 

Thr 

He 

Pro 

175 

Ala 

Ser 

190 

Ala 



180 




(2) INFORMATION FOR SEQ ID NCi 

(i) SEQUENCE CHARAC 

(A) LENGTH: 1 

(B) TYPE: ami 


177 : 

TERISTICS : 

91 amino acids 
no acid 


35 


372577 1 



10 


15 


20 


25 


30 


35 


(C) 

(D) 


- 2 02 - 


STRANDEDNEBS : unknown 


TOPOLOGY : 


(vi) 


(xi) 


ORIGINAL SOURCE 
(A) ORGANISM: 
(C) INDIVIDUAL 

SEQUENCE DESCRI 


PTION: SEQ ID NO: 177: 


unknown 


homosapiens 
ISOLATE: T4 


Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

Gin 

. Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

1 




5 





10 





Thr 

Asn 

Arg 

Arg 

Pro 

Gin 

Asp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 





25 




Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Leu 

. Leu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





35 





40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 



45 





50 





55 


Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pro 

lie 

Pro 

Lys 

Asp 

Arg 

Arg 




60 





65 





70 

Ser 

Thr 

Gly 

Lys 

Ser 

Trp 

Gly 

Lys 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 





80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Leu 

Gl} 

■ Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 





95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Se:: 

Trp 

Gly 

Pro 

Asn 

Asp 

Pro 


100 





105 





110 



Arg 

His 

Arg 

Ser 

Arg 

Asn 

Val 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





12 b 





125 


Thr 

Cys 

Ser 

Leu 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

Val 

Pro 

Val 

Val 




130 





135 





140 

Gly 

Gly 

Pro 

Leu 

Gly 

Gly 

Val 

Alla 

| 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 





150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

Val 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 


| 



165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

lie 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 

1 




180 



Ser 

Cys 

lie 

Thr 

lie 

Pro 

Val 

Ser 

1 

Ala 







( 2 ) 


185 1B0 

INFORMATION FOR SEQ ID ffSIO: 


(i) 


SEQUENCE CHARACTERISTICS: 


(A) 

(B) 

(C) 

(D) 


LENGTH 
TYPE : 
STRANDED 


178 : 


191 amino acids 
mino acid 
NESS : unknown 


TOPOLOGY : unknown 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: US10 

SEQUENCE DESCRIPTION: SEQ ID NO: 


372577 1 


178 : 


I 



203 


10 


15 


20 


25 


30 


35 


Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val 

| 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

I 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

|50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

E 

ro 

lie 

65 

Pro 

Lys 

Asp 

Arg 

Arg 

70 

Pro 

Thr 

Gly 

Lys 

Ser 

75 

Trp 

Gly 

I 

ys 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Leu 

G 

ly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Ser 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

His 

Arg 

115 

Ser 

Arg 

Asn 

Val 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

ijlet 

Gly 
13 5 

Tyr 

lie 

Pro 

Val 

Val 

140 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

Gly 

Val 

Ala 

1 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

(Val 

Asn 

Tyr 

Ala 

165 

Thr 

Gly Asn 

Leu 

Ser 

Pro 

170 

Cys 

Gly 

lie 

185 

Cys 

Thr 

Ser 

He 

Phe 

Pro 

Ser 
175 1 
Val! 

1 He 

Ser 

190 

Phe 

Ala 

Leu 

Leu 

Ala 

180 

Leu 

Leu 


! 


( 2 ) 


INFORMATION FOR SEQ ID NO: 179: 


(i) 


I 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE : | amino acid 

(C) STRANDEDNESS : unknown 

(D) TOPOLOGY: unknown 


(vi) 


(xi) 


ORIGINAL SpURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: T9 

SEQUENCE DESCRIPTION: SEQ ID NO: 


179 : 


Met Ser Thr Asn Pro Lys Pro Gin Arg Lys Thr lie Arg Asn 
15 10 

Thr Asn Arg Arg Pro Gin Asp Val Lys Phe Pro Gly Gly Gly 
15 20 25 

Gin lie Val Gly Gly Val Tyr Leu Leu Pro Arg Arg Gly Pro 
30 35 40 

Arg Leu Gly Val Arg Thr Tl?ir Arg Lys Thr Ser Glu Arg Ser 
45 50 55 


372577 1 




10 


r 


4 204 - 


Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gl] 

r Pro 

lie 

65 

Pro 

Lys 

Asp 

Arg 

Arg 

70 

Ser 

Thr 

Gly 

Lys 

Ser 

75 

Trp 

Gl; 

r Lys 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Le 

l Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pr 

10 

d Ser 
5 

Trp 

Gly 

Pro 

Ser 

110 

Asp 

Pro 

Arg 

His 

Arg 

115 

Ser 

Arg 

Asn 

Va 

1 Gly 
120 

Lys 

Val 

He 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Lei 

Li Met 

Gly 

135 

Tyr 

lie 

Pro 

Val 

Val 

140 

Gly 

Ala 

Pro 

Leu 

Gly 

145 

Gly 

Va : 

1 Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

g:.; 

/ Val 

Asn 

Tyr 

Ala 

165 

Thr 

Gly 

Asn 

Leu 

Ser 

Pro 

170 

Cys 

Gly 

lie 

185 

Cys 

Thr 

Ser 

Thr 

Phe 

Pro 

Ser lie 
1/75 

Ala Ser 
190 

Phe 

Ala 

Leu 

Leu 

Ala 

180 

Leu 

Leu 


15 


20 


25 


30 


(2) 


INFORMATION FOR SEQ ID NO: 

(i) 


180 : 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: T2 

SEQUENCE DESCRIPTION: SEQ ID NO: 180: 


35 


Met 

1 

Ser 

Thr 

lie 

Pro 

5 

L,yjs 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

Pro 

lie 

65 

Pro 

Lys 

Asp 

Arg 

Arg 

70 

Ser 

Thr 

Gly 

Lys 

Ser 

75 

trp 

Gly 

Lys 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

ply 

[ 90 

Leu 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Ser 

Trp 

Gly 

Pro 

Asn 

110 

Asp 

Pro 


372577 1 


I 



• m 


Arg 

His 

Arg 

115 

Ser 

Arg 

Asn 

Val 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Gly Ala 

Pro 

Leu 

Gly 

145 

Gly 

Val 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

Leu 

Pro 

170 

Gly 

Cys 

Ser 

Phe 

Ser 

175 

Ser 

Cys 

lie 

185 

Thr 

lie 

Pro 

Val 


\ 


20 

Gly 

5 - 
Lys 

Val 

<D 

i — 1 

H 

Asp 

Thr 

Leu 

120 

Met 

Gly 

Tyr 

He 

Pro 

125 

Val 

Val 

Ala 

135 

Arg 

Ala 

Leu 

Ala 

His 

140 

Gly 

Val 

Asn 

150 

Tyr 

Ala 

Thr 

Gly Asn 

lie 

Phe 

Leu 

165 

Leu 

Ala 

Leu 

Leu 

Ser 

190 

Ala 



180 




10 


15 


(2) INFORMATION FOR SEQ ID NO : 181: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: amijno acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: 1 unknown 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: | homosapiens 
(C) INDIVIDUAL ISOLATE: T8 


20 


25 


30 




(xi) 


SEQUENCE DESC] 

RIPTION : SEQ ! 

ID NO: 181: 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

g: 


Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Vi 

il 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

u 


Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

A 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

p 

ro 

lie 

65 

Pro 

Lys 

Asp 

Arg 

Arg 

70 

Ser 

Thr 

Gly 

Lys 

Ser 

75 

Trp 

Gly 

L 


Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Cys 

G 

Ly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

t: 

ir 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

His 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

G 

l; 

L y 

20 

Arg 

Val 

lie 

Asp 

Thr 

125 

lie 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Mi 

St 

Gly 

135 

Tyr 

lie 

Pro 

Val 

Val 

140 

Gly Ala 

Pro 

Val 

Gly 

145 

Gly 

Val 

a: 

La 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

i: 

! 

_e 

Asn 

Tyr 

Ala 

165 

Thr 

Gly 

Asn 


35 


372577 1 



206 


10 


Leu 

Pro 

170 

Gly 

Cys 

Ser 

Phe 

Ser 

175 

lie | 

Phe 

1 

Leu Leu Ala Leu Leu 
180 

Ser 

Cys 

Phe 

185 

Thr 

Val 

Pro 

Val 

Ser j 
190 

kla 



(2) INFORMATION FOR SEQ ID NO: 
(i) 


(vi) 


182 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19]! amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


ORIGINAL SOURCE: 
(A) ORGANISM: 


(C) 


homosapiens 


INDIVIDUAL ISOLATE: 


US1 


15 


20 


25 


30 




(xi) 


SEQUENCE DESCRI 

PiTION : SEQ : 

ID NO: 182 : 

Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

Gin 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

1 




5 





10 





Thr 

Asn 

Arg 

Arg 

Pro 

Gin 

Asp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 





25 




Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Leu 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





35 





40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 



45 





50 





55 


Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pro 

lie 

Pro 

Lys 

Asp 

Arg 

Arg 




60 





65 





70 

Ser 

Thr 

Gly 

Lys 

Ser 

Trp 

Gly 

Lys 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 





80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 





95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Thi 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 


100 





105 





110 



Arg 

His 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

lie 



115 





120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met: 

Gly 

Tyr 

lie 

Pro 

Val 

Val 




130 





135 





140 

Gly 

Ala 

Pro 

Val 

Gly 

Gly 

Val 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 





150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

lie 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 





165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

Hi 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 





180 



Ser 

Cys 

Ala 

Thr 

Val 

Pro 

Val 

Ser 

Ala 








185 





19 3 








( 2 ) 


INFORMATION FOR SEQ ID NO: 183 


35 


372577 1 




10 


30 


(i) 


- 207 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: amin® acid 

( C ) S TRANDEDNES 3 : 

(D) TOPOLOGY: 


Met 

1 

Thr 

15 

Gin 


(vi) 

(xi) 
Ser Thr 
Asn Arg 


unknown 
unknown 


ORIGINAL SOURCE: 

(A) ORGANISM: tjomosapiens 

(C) INDIVIDUAL ISOLATE: DK11 

SEQUENCE DESCRIPTION: SEQ ID NO: 


lie Val 
30 

Arg Leu Gly 
45 


Asn 

Arg 

Gly 

Val 


183 


Pro Lys Pro Gin Arg Lys Thr Lys Arg Asn 
5 f 10 

Pro Gin Asp Val Lys Phe Pro Gly Gly Gly 
20 | 25 

Gly Val Tyr Leu (Leu Pro Arg Arg Gly Pro 
35 I 40 

Arg Thr Thr Arg JLys Thr Ser Glu Arg Ser 
50 55 




Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pro lie 

Pro 

Lys 

Asp 

Arg 

Arg 

ff'T: 





60 





65 





70 


15 

Ser 

Thr 

Gly 

Lys 

Pro 

Trp 

Gly 

Lys 

i Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 

L,~. 






75 





80 







Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

Gl> 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

IT"! 


85 





90 





95 






Ser 

Pro 

Arg 

Gly 

Ser 

His 

Pro 

Asr 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 

Z : 



100 





105 





110 



i!? 


Arg 

His 

Lys 

Ser 

Arg 

Asn 

Leu 

Gl\ 

' Lys 

Val 

He 

Asp 

Thr 

lie 


20 



115 





12G 

) 




125 




Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

: Gly 

Tyr 

lie 

Pro 

Val 

Val 






130 





135 





140 



Gly 

Ala 

Pro 

Val 

Gly 

Gly 

Val 

Al ; 

i Arg 

Ala 

Leu 

Ala 

His 

Gly 







145 





150 







Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

nL 

: Asn 

Tyr 

Ala 

Thr 

Gly Asn 



155 





160 





165 






Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

I lie Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


25 


170 





175 





180 





Ser 

Cys 

Cys 

Thr 

Val 

Pro 

Val 

Ser Ala 










185 





1^0 







( 2 ) 


INFORMATION FOR SEQ ID NO: 184 


(i) 


(vi) 


35 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: I 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEliNESS : unknown 

(D) TOPOLOGY: unknown 

ORIGINAL SOURCE: 

(A) ORGANISE: homosapiens 


372577 1 


1 


- 20 


10 


15 


20 


25 


30 




(xi) 


(C) INDIVIDUAL 

SEQUENCE DESCRI 

ISOLATE: SW3 

PTION: SEQ ID NO: 184: 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

Pro 

lie 

65 

Pro 

Lys 

Asp 

Arg 

Arg 

70 

Ser 

Thr 

Gly 

Lys 

Ser 

75 

Trp 

Gly 

Lys 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Cys 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

His 

Pro 

105 

Asn 

Trp 

Gly 

Pro 

Thr 

110 

Asp 

Pro 

Arg 

His 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

lie 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Met 

Gly 

135 

Tyr 

He 

Pro 

Val 

Val 

140 

Gly 

Ala 

Pro 

Val 

Gly 

145 

Gly 

Val 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

lie 

Asn 

Tyr 

Ala 

165 

Thr 

Gly 

Asn 

Leu 

Ser 

(2) 

Pro Gly Cys Ser Phe Ser lie 
170 175 j 

Cys Phe Thr Val Pro Val Ser 
185 190 

INFORMATION FOR SEQ ID NO 

Phe Leu 
Ala 

: 185 : 

Leu 

Ala 

180 

Leu 

Leu 


(i) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 


(D) TOPOLOGY: 


(vi) 


<xi) 


ORIGINAL SOURCE: 


(A) 

(C) 


ORGANISM: 


Met 

1 

Thr 

15 


unknown 


homosapiens 


INDIVIDUAL ISOLATE : DK8 

SEQUENCE DESCRIPTION: SEQ ID NO: 


185 : 


Ser Thr Asn Pro Lys Pro Glfn Arg Lys Thr Lys Arg Asn 

10 

Asn Arg Arg Pro Gin Asp vil Lys Phe Pro Gly Gly Gly 

20 I 25 


35 


372577 1 



209 


10 


15 


20 


25 


30 


Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Leu 

I 

eu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





35 






40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg 

I 

ys 

Ser 

Ser 

Glu 

Arg 

Ser 



45 





50 






55 


Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pro 

I 

le 

Pro 

Lys 

Asp 

Arg 

Arg 




60 






65 





70 

Ser 

Thr 

Gly 

Lys 

Ser 

Trp 

Gly 

Lys 

F 

ro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 






80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

Gly 


rp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 



Tj 



95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Thr 

T 

rp 

Gly 

Pro 

Thr 

Asp 

Pro 


100 





105 






110 



Arg 

His 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

L 

^s 

Val 

lie 

Asp 

Thr 

lie 



115 





120 






125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

G 

Ly 

Tyr 

lie 

Pro 

Val 

Val 




130 





1 

35 





140 

Gly 

Ala 

Pro 

Val 

Gly 

Gly 

Val 

Ala 

A 

:rg 

Ala 

Leu 

Ala 

His 

Gly 





145 






150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

lie 

A 

sn 

Tyr 

Ala 

Thr 

Gly Asn 

155 





160 






165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

lie 

P 

le 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 






180 



Ser 

Cys 

Cys 

Thr 

Val 

Pro 

Val 

Ser 

A 

!.a 








185 





190 









( 2 ) 


INFORMATION FOR SEQ ID NO 

( i ) SEQUENCE CHARACTER 

(A) LENGTH: 191 

(B) TYPE: aminol 

(C) STRANDEDNESSl 

(D) TOPOLOGY: u|n 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: 
(C) INDIVIDUAL 


186 : 

ISTICS: 
amino acids 
acid 

unknown 

known 


homosapiens 
ISOLATE: S83 


35 




(xi) 


SEQUENCE DESCRIP 

l TION: J 

SEQ : 

ID NO: 186 : 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val 

lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

Pro 

He 

65 

Pro 

Lys 

Asp 

Arg 

Arg 

70 

Thr 

Thr 

Gly 

Lys 

Ser 

75 

Trp 

Gly 

Arg 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 


372577 1 



- 210 - 


10 


Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Leu 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 





95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

Trp 

Gly 

Pro 

Thr 

Asp 

Pro 


100 





105 





110 



Arg 

His 

Lys 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 

Val 

Val 




130 





135 





140 

Gly 

Ala 

Pro 

Val 

Gly 

Gly 

Val 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 





150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

lie 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 





165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

lie 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 

1 




180 



Ser 

Cys 

lie 

Ser 

Val 

Pro 

Val 

Ser 

Ala 








185 





19® 








15 


(2) INFORMATION FOR SEQ ID NO: 187: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


20 


(vi) 


(xi) 


ORIGINAL SOURCE: 


(A) 

(C) 


ORGANISE : homosapiens 

INDIVIDUAL ISOLATE: HK10 


SEQUENCE DESCRIPTION: SEQ ID NO: 187: 



Met 

Ser 

Thr 

Leu 

Pro 

Lys 

Pro 

Gin 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 


1 




5 




1 


10 






Thr 

lie 

Arg 

Arg 

Pro 

Gin 

Asp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 


15 





20 






25 





Gin 

lie 

Val 

Gly 

Gly 

Val 

Ty 

J 

Val 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 

25 


30 





3 

3 





40 




Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

i 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 




45 






50 





55 



Gin 

Pro 

Arg 

Gly Arg 

Arg 

Gl 

m 

Pro 

lie 

Pro 

Lys 

Ala 

Arg 

Arg 





60 






65 





70 


Ser 

Glu 

Gly 

Arg 

Ser 

Trp 

Al 

SL 

Gin 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 






75 






80 





30 

Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cy 

3 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 


85 





90 


r 




95 





Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pr 

o 

Ser 

Trp 

Gly 

Pro 

Asn 

Asp 

Pro 



100 





10 

5 





110 




Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Le 

u 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 




115 






120 





125 



Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Le i 

u 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 





130 






135 





140 


35 


372577 1 



10 


15 


20 


25 


30 


K 


- 211 - 


155 


170 


Pro 

Val 

Gly 

Gly 

Val 

Ala 


Ala 

Leu 

Ala 

His 

Gly 



145 






150 




Ala 

Leu 

Glu 

Asp 

Gly 

lie 

Asn 

Phe 

Ala 

Thr 

Gly Asn 




160 






165 




Gly 

Cys 

Ser 

Phe 

Ser 

lie 

Phe 


Leu 

Leu 

Ala 

Leu 

Phe 





175 


1 




180 



Leu 

He 

His 

Pro 

Ala 

Ala 

Sei 

- 






185 





190 


I 







( 2 ) 


INFORMATION FOR SEQ ID NO: 

(i) 


3188 : 
STICS : 


(vi) 


SEQUENCE CHARACTER]]; 

(A) LENGTH: 191 imino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: I unknown 

(D) TOPOLOGY: unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: hoposapiens 

(C) INDIVIDUAL ISOLATE: S52 




(xi) 


SEQUENCE DESCRIPTION: SEQ ! 

ID NO : 188 : 

Met 

Ser 

Thr 

Leu 

Pro 

Lys 

Pro 

Gin 

Atg 

Lys 

Thr 

Lys 

Arg 

Asn 

1 




5 





I 

10 





Thr 

lie 

Arg 

Arg 

Pro 

Gin 

Asp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 




r 


25 




Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Val 

lieu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





35 



1 



40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 



4 5 





50 





55 


Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pro 

lie 

Pro 

Lys 

Ala 

Arg 

Arg 




60 






L 65 





70 

Ser 

Glu 

Gly 

Arg 

Ser 

Trp 

Ala 

Gin 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 






80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 






95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

Trp 

Gly 

Pro 

Asn 

Asp 

Pro 


100 





105 


1 




110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met, 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 





| 

135 





140 

Gly Ala 

Pro 

Val 

Gly 

Gly 

Val 

Ale 

J 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 




I 


150 





Val 

Arg 

Ala 

Leu 

Glu 

Asp 

Gly 

lit 

i 

Asn 

Phe 

Ala 

Thr 

Gly Asn 

155 





160 



1 



165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

Il< 

b 

Phe 

Leu 

Leu 

Ala 

Leu 

Phe 


170 





175 






180 



Ser 

Cys 

Leu 

Val 

His 

Pro 

Ala 

Al< 

a 

Ser 








185 





190 








35 


372577 1 


j 

I 



30 


(2) 


INFORMATION FOR SEQ ID 
(i) 


212 - 


NO: 189: 


(vi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH:! 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOG^: unknown 

ORIGINAL SOUllcE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: S2 



10 



(xi) 


SEQUENCE DESCK 

TPTION: SEQ ID NO: 189: 



Met 

Ser 

Thr 

Leu 

Pro 

Lys 

Pro 

g: 

n 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

y_j 


1 




5 






10 







Thr 

lie 

Arg 

Arg 

Pro 

Gin 

Asp 

i: 

e 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

fr= 


15 





20 






25 




...uZ 


Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

H 

i 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 




30 





35 






40 




15 

Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Ar 

g 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 





45 





5 

0 





55 




Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pr 

o 

lie 

Pro 

Lys 

Ala 

Arg 

Arg 

jsa 





60 






65 





70 

Tzl 


Ser 

Glu 

Gly 

Arg 

Ser 

Trp 

Ala 

Gl 

n 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 







75 






80 







Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

G1 

Y 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 


20 

85 





90 






95 






Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Se 

: r 

Trp 

Gly 

Pro 

Asn 

Asp 

Pro 

Ly 



100 





105 






110 





Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gl 

Y 

Lys 

Val 

lie 

Asp 

Thr 

Leu 





115 





12 

D 





125 




Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Me 


Gly 

Tyr 

lie 

Pro 

Leu 

Val 






130 






135 





140 



Gly Ala 

Pro 

Val 

Gly 

Gly 

Val 

Al 

a 

Arg 

Ala 

Leu 

Ala 

His 

Gly 


25 





145 






150 







Val 

Arg 

Ala 

Leu 

Glu 

Asp 

Gly 

11 

e 

Asn 

Phe 

Ala 

Thr 

Gly 

Asn 



155 





160 






165 






Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

11 

e 

Phe 

Leu 

Leu 

Ala 

Leu 

Phe 




170 





175 






180 

, 




Ser 

Cys 

Leu 

He 

His 

Pro 

Ala 

Al 

a 

Ser 







(2) 


INFORMATION FOR SEQ ID NO: 190: 


(i) 


35 


SEQUENCE CHARACTERISTICS: 

tiino acic 
:id 

unknown 


(A) 

LENGTH : 

191 

(B) 

TYPE : 

amino 

(C) 

STRANDEDNESS : 


372577 1 




10 


15 


20 


25 


30 


Met 

1 

Thr 

15 

Gin 

Arg 

Gin 

Ser 

Leu 

85 

Ser 

Arg 

Thr 

Gly 

Val 

155 

Leu 

Ser 


( 2 ) 


(vi) 

(xi) 

Ser Thr 

lie Arg 

lie Val 
30 

Leu Gly 
45 

Pro Arg 

Glu Gly 

Tyr Gly 

Pro Arg 
100 

Arg Arg 
115 
Cys Gly 

Ala Pro 

Arg Ala 

Pro Gly 
170 

Cys Leu 
185 


- 213 


(D) TOPOLOGY: 

ORIGINAL SOURCE; 
(A) ORGANISM: 
(C) INDIVIDUAL 


unknown 


homosapiens 
ISOLATE: DK12 


SEQUENCE DESCRIPTION: SEQ ID NO: 190: 


[Arg Lys Thr Lys Arg Asn 
10 

•Lys Phe Pro Gly Gly Gly 
25 

jLeu Pro Arg Arg Gly Pro 
40 


Leu Pro Lys Pro Gin 
5 

Arg Pro Gin Asp Val 
20 

Gly Gly Val Tyr Val 
35 

Val Arg Ala Thr Arg Lys Thr Ser Glu Arg Ser 

50 55 

Gly Arg Arg Gin Pro lie Pro Lys Ala Arg Arg 
60 65 70 

Arg Ser Trp Ala Gin Pro Gly Tyr Pro Trp Pro 
75 80 

Asn Glu Gly Cys Gly Trp Ala Gly Trp Leu Leu 
90 95 

Gly Ser Arg Pro Ser Trp Gly Pro Asn Asp Pro 
105 110 

Ser Arg Asn Leu Gly Lys Val lie Asp Thr Leu 

120 125 

Phe Ala Asp Leu Met Gly Tyr lie Pro Leu Val 
130 135 140 

Val Gly Gly Val Ala Arg Ala Leu Ala His Gly 
145 150 

Leu Glu Asp Gly lie Asn Phe Ala Thr Gly Asn 
160 165 

Cys Ser Phe Ser lie Phe Leu Leu Ala Leu Phe 
175 180 

lie His Pro Ala Ala Ser 

190 


INFORMATION FOR SEQ ID N 


(i) 


191 : 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 91 amino acids 

(B) TYPE: am:. no acid 

(C) STRANDEDNESS: unknown 

(D) TO POLOGY : unknown 


(vi) 


(xi) 


ORIGINAL SOURC 
(A) ORGANISM: 


homosapiens 


(C) INDIVIDUAL ISOLATE: Z4 

SEQUENCE DESCRIPTION: SEQ ID NO: 


191 


35 


372577 1 



! 14 - 




Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

Gin Arg 

Lys 

Thr 

Lys 

Arg 

Asn 



1 




5 





10 







Thr 

Asn 

Arg 

Arg 

Pro 

Met 

Asp 

Vail 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 



15 





20 


\ 



25 






Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Leu 

i Leu 

Pro 

Arg 

Arg 

Gly 

Pro 




30 





35 

\ 




40 





Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg Lys 

Thr 

Ser 

Glu 

Arg 

Ser 


J 



45 





50 





55 




Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Prc 

lie 

Pro 

Lys 

Ala 

Arg 

Gin 






60 





65 





70 



Pro 

Glu 

Gly 

Arg 

Ser 

Trp 

Ala 

Gin 

i Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 







75 





80 







Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

Gly 

’ Trp 

Ala 

Gly 

Trp 

Leu 

Leu 



85 





90 





95 





10 

Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

• Trp 

Gly 

Pro 

Asn 

Asp 

Pro 




100 





105 





110 





Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 





115 





120 





125 




Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 

lie 

Val 






130 





| 135 





140 

JC’ 


Gly 

Ala 

Pro 

Val 

Gly 

Gly 

Val 

Ala 

• Arg 

Ala 

Leu 

Ala 

His 

Gly 

frk 






145 





150 






15 

Val 

Arg 

Ala 

Val 

Glu 

Asp 

Gly 

lie 

: Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

fT 


155 





160 


- 



165 






Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

n4 

: Phe 

Leu 

Leu 

Ala 

Leu 

Leu 




170 





175 





180 



Tzl 


Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Ala 

Se:: 

' Ala 






z 




185 





190 








20 


25 


30 


35 


( 2 ) 


INFORMATION FOR SEQ ID Np : 
(i) 


SEQUENCE CHARAj' 

(A) LENGTH: 

(B) TYPE: anf 


192 


(C) 

(D) 


STRANDEDNESS : unknown 


TOPOLOGY 


(vi) 


(xi) 


ORIGINAL SOURCE: 


(A) 

(C) 


ORGANISM 


ICTERISTICS : 

191 amino acids 
ino acid 


unknown 


INDIVIDUAL ISOLATE: 


homosapiens 


I 


Z8 


SEQUENCE DESCRIPTION: SEQ ID NO: 192: 


Met 

1 

Thr 

15 

Gin 

Arg 


Ser Thr Asn Pro Lys Pro G{Ln Arg Lys Thr Lys Arg Asn 

10 

Asn Arg Arg Pro Met Asp Vhl Lys Phe Pro Gly Gly Gly 


20 


30 


35 


25 


lie Val Gly Gly Val Tyr iJeu Leu Pro Arg Arg Gly Pro 


40 


Leu Gly Val Arg Ala Thr Arg Lys Thr Ser Glu Arg Ser 
45 |50 55 


372577 1 


1 



r 


- 215 - 


10 


15 


20 


25 


30 


35 


Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pro 

tie 

Pro 

Lys 

Ala 

Arg 

Arg 




60 





\ 65 





70 

Ser 

Glu 

Gly 

Arg 

Ser 

Trp 

Ala 

Gin 

Pro 

1 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 






80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 






95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

Tprp 

Gly 

Pro 

Asn 

Asp 

Pro 


100 





105 






110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





120 






125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 





135 





140 

G.ly 

Ala 

Pro 

Val 

Gly 

Gly Val 

Ala 

Ai 

? g 

Ala 

Leu 

Ala 

His 

Gly 





145 






150 





Val 

Arg 

Ala 

Val 

Glu 

Asp 

Gly 

lie 

A£ 

in 

I 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 






165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

He 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





175 






180 



Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Ala 

Ser 

A] 

a 








185 





190 









( 2 ) 


INFORMATION FOR SEQ ID NO: 

(i) 


193 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19lf amino acids 

(B) 

(C) 

(D) 


TYPE : amincj acid 

STRANDEDNESS: unknown 

TOPOLOGY : unknown 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ‘ISOLATE : Z1 

SEQUENCE DESCRIPTION: SEQ ID NO: 193: 


Met 

1 

Thr 

15 

Gin 

Arg 

Gin 

Ser 

Leu 

85 

Ser 


Ser Thr Asn Pro Lys Pro Gin JArg Lys Thr Lys Arg Asn 
5 I 10 

Asn Arg Arg Pro Met Asp Val / Lys Phe Pro Gly Gly Gly 

20 I 25 

lie Val Gly Gly Val Tyr Leul Leu Pro Arg Arg Gly Pro 
30 35 I 40 

Leu Gly Val Arg Ala Ala Argl Lys Thr Ser Glu Arg Ser 
45 . 5 of 55 

Pro Arg Gly Arg Arg Gin Pro lie Pro Lys Ala Arg Arg 
60 I 65 70 

Glu Gly Arg Ser Trp Ala Gl^i Pro Gly Tyr Pro Trp Pro 


75 


Tyr Gly Asn Glu Gly Cys Gly Trp Ala Gly Trp Leu Leu 


90 


Pro Arg Gly Ser Arg Pro Sejr Trp Gly Pro Asn Asp Pro 


100 


105 


80 


95 


110 


372577 1 






- 1216 - 



o 

Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

Gly Lys 

Val 

lie 

Asp 

Thr 

Leu 





115 





1 r 

0 




125 




Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Me 

t Gly 

Tyr 

lie 

Pro 

Leu 

Val 






130 




\ 

135 





140 



Gly 

Ala 

Pro 

Val 

Gly 

Gly 

Val 

Al 

a Arg 

Ala 

Leu 

Ala 

His 

Gly 







145 





150 







Val 

Arg 

Ala 

Val 

Glu 

Asp 

Gly 

I lie Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 



155 





160 



i 


165 





J 

Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

11 

e Phe 

Leu 

Leu 

Ala 

Leu 

Leu 




170 





175 


\ 



180 





Ser 

Cys 

Leu 

Thr 

Thr 

Pro 

Ala 

Se 

rf Ala 










185 





19 

1 








(2) 

INFORMATION FOR SEQ ID N 

0: 194: 






10 



















(i). 


SEQUENCE CHARA 

CITERISTICS : 




1 Jj 






(A) 

LENGTH 


191 amino 

acids 



ijn 






(B) 

TYPE: 

am 

ino acid 





f=H 






(C) 

STRANDEDN 

ESS : 

unknown 




ffi 






(D) 

TOPOLOGY : 

unknown 









(vi) 


ORIGINAL SOURC 

i 






url 

15 





(A) 

ORGANISM: 

homosapiens 




M: 






(C) 

INDIVIDUA 

L ISOLATE 
1 

Z5 



Cl 




(xi) 


SEQUENCE DESCR 

pPTION : SEQ ID NO: 194: 

in 


Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

G1 

a Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

§ 


1 




5 





10 





y - 3 

20 

Thr 

Asn 

Arg 

Arg 

Pro 

Met 

Asp 

Va 

1 Lys 

Phe 

Pro 

Gly 

Gly 

Gly 



15 





20 





25 




© 


Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Le 

u Leu 

Pro 

Arg 

Arg 

Gly 

Pro 




30 





35 





40 





Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Ar 

g Lys 

Thr 

Ser 

Glu 

Arg 

Ser 





45 





E 

0 




55 




Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pr 

o lie 

Pro 

Gin 

Ala 

Arg 

Arg 






60 





65 





70 


25 

Ser 

Glu 

Gly Arg 

Ser 

Trp 

Ala 

g:. 

n Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 







75 





80 







Leu 

Tyr 

Gly Asn 

Glu 

Gly 

Cys 

g:. 

y Trp 

Ala 

Gly 

Trp 

Leu 

Leu 



85 





90 





95 






Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Se; 

r Trp 

Gly 

Gin 

Asn 

Asp 

Pro 




100 





105 





110 





Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

g:. 

Y Lys 

Val 

lie 

Asp 

Thr 

Leu 





115 





i;> 

0 




125 



JU 

Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Me; 

t Gly 

Tyr 

lie 

Pro 

Leu 

Val 






130 





135 





140 



Gly 

Ala 

Pro 

Val 

Gly 

Gly 

Val 

a:. 

a Arg 

Ala 

Leu 

Ala 

His 

Gly 







145 





150 







Val 

Arg 

Ala 

Leu 

Glu 

Asp 

Gly 

ii 

e Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 



155 





160 





165 





372577 _1 ^ 

\ 




10 


15 


20 


25 


30 


f 


Leu Pro Gly Cys Ser Phe Ser 
170 175 

Ser Cys Leu Thr Thr Pro Ala 
185 


217 - 

lie Phe Leu Leu Ala Leu Phe 

180 

|Ser Ala 
0.90 


( 2 ) 


INFORMATION FOR SEQ ID 
(i) 


NO: 


195 : 


(vi) 


(xi] 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: I 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDED*NESS : unknown 

(D) TOPOLOGY): unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDuKl ISOLATE: Z6 

SEQUENCE DESCRIPTION: SEQ ID NO: 195: 


Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

G 

In 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

1 




5 






10 





Thr 

Asn 

Arg 

Arg 

Pro 

Met 

Asp 

\ 

al 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 






25 




Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

I 

■eu 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





35 






40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

2 

irg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 



45 






50 





55 


Gin 

Pro 

Arg 

Gly Arg 

Arg 

Gin 

' ; 

>ro 

lie 

Pro 

Lys 

Ala 

Arg 

Arg 




60 






65 





70 

Ser 

Glu 

Gly 

Arg 

Ser 

Trp 

Ala 


Jin 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 






80 





Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

Gly 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 






95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

Trp 

Gly 

Pro 

Asn 

Asp 

Pro 


100 





105 






110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu | 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





! 120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leul 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 



I 



135 





140 

Gly 

Ala 

Pro 

Val 

Gly 

Gly 

Vail 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 






150 





Val 

Arg 

Ala 

Val 

Glu 

Asp 

Gly 

He 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 






165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Sei 

lie 

Phe 

Leu 

Leu 

Ala 

Leu 

Leu 


170 





173 






180 



Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Thr 

Ser 

Ala 







35 


(2) INFORMATION FOR SEQ tD NO: 196: 

(i) SEQUENCE CHARACTERISTICS: 


372577 1 



-218 - 


(A) 

LENGTH : 

191 

amino acids 

(B) 

TYPE : fe 

amino 

acid 

(C) 

STRANDEI 

DNESS : 

unknown 

(D) 

TOPOLOGp 

i : unknown 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: Z7 



Met 

Ser 

(xi) 

Thr 

Asn 

SEQUENCE DES 
Pro Lys Pro d 

3RIPTION : SEQ ID NO: 196: 

51 n Arg Lys Thr Lys Arg Asn 


1 

Thr 

Asn 

Arg 

Arg 

5 

Pro 

Met 

Asp ^ 

r al 

Lys 

10 

Phe 

Pro 

Gly 

Gly 

Gly 

10 

15 

Gin 

lie 

Val 

Gly 

Gly 

20 

Val 

Tyr ] 

jeu 

Leu 

Pro 

25 

Arg 

Arg 

Gly 

Pro 


Arg 

30 

Leu 

Gly 

Val 

Arg 

Thr 

35 

Thr i 

^rg 

Lys 

Thr 

Ser 

40 

Glu 

Arg 

Ser 


Gin 

Pro 

45 

Arg 

Gly Arg 

Arg 

Gin 

50 

Pro 

lie 

Pro 

Lys 

Ala 

55 

Arg 

Arg 

15 

Ser 

Glu 

Gly 

60 

Arg 

Ser 

Trp 

Ala . 

3ln 

65 

Pro 

Gly 

Tyr 

Pro 

Trp 

70 

Pro 

Leu 

Tyr 

Gly 

Asn 

75 

Glu 

Gly 

Cys Gly 

Trp 

80 

Ala 

Gly 

Trp 

Leu 

Leu 


85 

Ser 

Pro 

Arg 

Gly 

Ser 

90 

Arg 

Pro I Ser 

Trp 

Gly 

95 

Pro 

Asn 

Asp 

Pro 


Arg 

100 

Arg 

Arg 

Ser 

Arg 

Asn 

105 

Leu Gly 

Lys 

Val 

lie 

110 

Asp 

Thr 

Leu 

20 

Thr 

Cys 

115 

Gly 

Phe 

Ala 

Asp 

I 120 
Leuj Met 

Gly 

Tyr 

lie 

Pro 

125 

Leu 

Val 

Gly 

Ala 

Pro 

130 

Val 

Gly 

Gly 

Vail Ala 

135 

Arg 

Ala 

Leu 

Ala 

His 

140 

Gly 


Val 

Arg 

Ala 

Leu 

145 

Glu 

Asp 

Gly He 

Asn 

150 

Tyr 

Ala 

Thr 

Gly 

Asn 


155 

Leu 

Pro 

Gly 

Cys 

Ser 

160 

Phe 

Ser lie 

Phe 

Leu 

165 

Leu 

Ala 

Leu 

Leu 

25 

Ser 

170 

Cys 

Leu 

185 

Thr 

Val 

Pro 

175 

Aik Ser 
190 

Ala 



180 




( 2 ) 


INFORMATION FOR SEQ ID NO: 


197 : 


30 


35 


(i) 


(vi) 


372577 1 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: DK13 



o 


10 


15 


20 


(xi) 


- E19 - 


SEQUENCE DESCRIPTION: SEQ ID NO : 197 


Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

G 

Ln 

Arg 

Lys 

Thr 

Lys 

1 




5 






10 



Thr 

Asn 

Arg 

Arg 

Pro 

Met 

Asp 

vi 

il 

Lys 

Phe 

Pro 

Gly 

15 





20 






25 


Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

L( 

iu 

Leu 

Pro 

Arg 

Arg 


30 





35 






40 

Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

A] 

■g 

Lys 

Thr 

Ser 

Glu 



45 





[ 

i0 





Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

P] 

:o 

lie 

Pro 

Lys 

Ala 




60 






65 




Leu 

Glu 

Gly 

Arg 

Ser 

Trp 

Ala 

g: 

_n 

Pro 

Gly 

Tyr 

Pro 





75 



1 



80 



Leu 

Tyr 

Gly 

Asn 

Glu 

Gly 

Cys 

Gly 

Trp 

Ala 

Gly 

Trp 

85 





90 






95 


Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Sfer 

Trp 

Gly 

Pro 

Asn 


100 





105 






110 

Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

dly 

Lys 

Val 

lie 

Asp 



115 





120 





Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 




130 






135 




Gly 

Ala 

Pro 

Val 

Gly 

Gly 

Val 

Ala 

Arg 

Ala 

Leu 

Ala 





145 






150 



Val 

Arg 

Leu 

Leu 

Glu 

Asp 

Gly /Val 

Asn 

Tyr 

Ala 

Thr 

155 





160 

i 





165 


Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

' lie 

Phe 

Leu 

Leu 

Ala 


170 





175/ 






180 

Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Ala/ 

Ser 

Ala 





55 


70 


125 


140 


185 


190 


( 2 ) 


INFORMATION FOR SEQ ID NO: 198 


(i) 


25 


30 


(vi) 


(xi) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 191 amino acids 

(B) TYPE:/ amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 

ORIGINAL fcOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA4 

SEQUENCE /DESCRIPTION: SEQ ID NO: 198: 


35 


Met Ser Thr Asn Pro Lys Pro Gin Arg Lys Thr Lys Arg Asn 

1 5 | 10 

Thr Asn Arg Arg Pro Gin Asp Val Lys Phe Pro Gly Gly Gly 

15 20 | 25 


372577 


o 

Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

220 

Leu Leu 

Pro 

Arg 

Arg 

Gly 

Pro 


Arg 

30 

Leu 

Gly 

Val 

Arg 

Ala 

35 

Thr 

_ 1 
Arg 

Lys 

Thr 

Ser 

40 

Glu 

Arg 

Ser 


Gin 

Pro 

45 

Arg 

Gly 

Arg 

Arg 

Gin 

50 

Pro 

He 

Pro 

Lys 

Ala 

55 

Arg 

Gin 


Pro 

Thr 

Gly 

60 

Arg 

Ser 

Trp 

Gly 

Gin 

65 

Pro 

Gly 

Tyr 

Pro 

Trp 

70 

Pro 

5 

Leu 

Tyr 

Ala 

Asn 

75 

Glu 

Gly 

Leu 

Gl} 

Trp 

80 

Ala 

Gly 

Trp 

Leu 

Leu 


85 

Ser 

Pro 

Arg 

Gly 

Ser 

90 

Arg 

Pro 

Asn 

Trp 

Gly 

95 

Pro 

Asn 

Asp 

Pro 


Arg 

100 

Arg 

Lys 

Ser 

Arg 

Asn 

105 

Leu 

Gly 

Lys 

Val 

lie 

110 

Asp 

Thr 

Leu 


Thr 

Cys 

115 

Gly 

Phe 

Ala 

Asp 

Leu 

120 

Met 

Gly 

Tyr 

lie 

Pro 

125 

Leu 

Val 

10 

Gly 

Gly 

Pro 

130 

Val 

Gly 

Gly 

Val 

Ala 

135 

Arg 

Ala 

Leu 

Ala 

His 

140 

Gly 


Val 

Arg 

Val 

Leu 

145 

Glu 

Asp 

Gly 

Val 

Asn 

150 

Tyr 

Ala 

Thr 

Gly 

Asn 


155 

Leu 

Pro 

Gly 

Cys 

Ser 

160 

Phe 

Ser 

Hej 

Phe 

lie 

165 

Leu 

Ala 

Leu 

Leu 

15 

Ser 

(2) 

170 175 

Cys Leu Thr Val Pro Ala Ser 
185 190 

INFORMATION FOR SEQ ID NO 

Ala 

: 199 : 


180 




20 


25 


30 


35 


(i) 


<vi] 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY : unknown 

ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA5 




(xi) 


SEQUENCE 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin . 
20 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 1 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 1 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg < 

Pro 

Thr 

Gly 

Arg 

Ser 

75 

Trp < 

Leu 

85 

Tyr 

Ala 

Asn 

Glu 

Gly : 
90 


n Arg Lys Thr Lys Arg Asn 
10 


35 


25 


40 


50 


55 


80 


95 


372577 1 




- 22 : 


10 


Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Asn 

Trp 

Gly 

Pro 

Asn 

Asp 

Pro 


100 





105 

/ 




110 



Arg 

Arg 

Lys 

Ser 

Arg 

Asn 

Leu 

Gl/y 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 




/ 

135 





140 

Gly 

Gly 

Pro 

Val 

Gly 

Gly 

Val 

Ala 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 



/ 


150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

Val 

Asn 

Tyr 

Ala 

Thr 

Gly Asn 

155 





160 





165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

lie 

Phe 

lie 

Leu 

Ala 

Leu 

Leu 


170 





175 





180 



Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Ala 

Ser 

Ala 








185 





190 







(2) 

INFORMATION FOR SEQ II 

) NO 

: 200 : 






15 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH n 191 amino acids 

(B) TYPE: I amino acid 

(C) STRANDJEDNESS : unknown 

(D) TOPOLqGY: unknown 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: SA7 


20 


25 


30 


35 




(xi) 


SEQUENCE 

DESCRIPTION: SEQ ! 

ID NO: 200 : 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin . 
20 

Abp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

He 

30 

Val 

Gly 

Gly 

Val 1 

ijyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala ' 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg i 

Jin 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Gin 

70 

Pro 

Thr 

Gly 

Arg 

Ser 

75 

Trp < 

3ly 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Ala 

Asn 

Glu 

Gly 

90 

Leu 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Asn 

Trp 

Gly 

Pro 

Asn 

110 

Asp 

Pro 

Arg 

Arg 

Lys 

115 

Ser 

Arg 

Asn 

Leu 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Met 

Gly 

135 

Tyr 

lie 

Pro 

Leu 

Val 

140 

Gly 

Gly 

Pro 

Val 

Gly 

145 

Gly 

Val 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 


372577 1 



222 


10 


Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Leu 

Pro 

170 

Gly 

Cys 

Ser 

Phe 

Ser 

Cys 

Leu 

185 

Thr 

Val 

Pro 


175 


( 2 ) 


190 


INFORMATION FOR SEQ ID NO; 


(i) 


n Tyr Ala Thr Gly Asn 
165 

he lie Leu Ala Leu Leu 
180 
a 


201 


SEQUENCE CHARACTERISTICS: 


(A) 

(B) 

(C) 

(D) 


LENGTH: 191 
TYPE : amino 
STRANDEDNESS 


amino acids 
acid 

unknown 


TOPOLOGY : unknown 


(vi) 


ORIGINAL SOURCE: 

(A) ORGANISM: h'omosapiens 

(C) INDIVIDUAL ISOLATE : SA1 


15 

Met 

Ser 

(xi) 

Thr 

Asn 

SEQUENCE DESCRIPTION: SEQ : 

Pro Lys Pro Gin Arg Lys Thr 

ID NO: 201 : 

Lys Arg Asn 


1 

Thr 

Asn 

Leu 

Arg 

5 

Pro 

Gin 

Asp 

Val 

I 

Lys 

10 

Phe 

Pro 

Gly 

Gly 

Gly 


15 

Gin 

He 

Val 

Gly 

Gly 

20 

Val 

Tyr 

Leu 

1 

•Leu 

Pro 

25 

Arg 

Arg 

Gly 

Pro 


Arg 

30 

Leu 

Gly 

Val 

Arg 

Ala 

35 

Thr 

Arg 

Lys 

Thr 

Ser 

40 

Glu 

Arg 

Ser 

20 

Gin 

Pro 

45 

Arg 

Gly 

Arg 

Arg 

Gin 

50 

Pro 

lie 

Pro 

Lys 

Ala 

55 

Arg 

Gin 


Pro 

Thr 

Gly 

60 

Arg 

Ser 

Trp 

Gly 

Gin 

65 

Pro 

Gly 

Tyr 

Pro 

Trp 

70 

Pro 


Leu 

Tyr 

Ala 

Asn 

75 

Glu 

Gly 

Leu 

Gly 

Trp 

80 

Ala 

Gly 

Trp 

Leu 

Leu 

25 

85 

Ser 

Pro 

Arg 

Gly 

Ser 

90 

Arg 

Pro 

Asn 

Trp 

Gly 

95 

Pro 

Asn 

Asp 

Pro 

Arg 

100 

Arg 

Lys 

Ser 

Arg 

Asn 

105 

Leu 

Gly 

Lys 

Val 

lie 

110 

Asp 

Thr 

Leu 


Thr 

Cys 

115 

Gly 

Phe 

Ala 

Asp 

Leu 

120 

Met 

Gly 

Tyr 

lie 

Pro 

125 

Leu 

Val 


Gly 

Gly 

Pro 

130 

Val 

Gly 

Gly 

Val 

Ala 

135 

Arg 

Ala 

Leu 

Ala 

His 

140 

Gly 

30 

Val 

Arg 

Val 

Leu 

145 

Glu 

Asp 

Gly 

Va2 

Asn 

150 

Tyr 

Ala 

Thr 

Gly Asn 

155 

Leu 

Pro 

Gly 

Cys 

Ser 

160 

Phe 

Ser 

lie 

Phe 

lie 

165 

Leu 

Ala 

Leu 

Leu 


Ser 

170 

Cys 

Leu 

185 

lie 

lie 

Pro 

175 

Ala 

i 

Ser 

190 

Ala 



180 




35 


372577 1 



/ 


10 


15 


20 


25 


30 


35 


( 2 ) 


- 22 

INFORMATION FOR SEQ ID NO: 
(i) 


202 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: ll91 amino acids 

(B) TYPE: amitno acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: \ unknown 


(vi) 


(xi) 


ORIGINAL SOURCE: 

(A) ORGANISM: Ihomosapiens 

(C) INDIVIDUAL 1 ISOLATE : SA3 

SEQUENCE DESCRIPTION: SEQ ID NO: 


202 


Met 

Ser 

Thr 

Asn 

Pro 

Lys 

Pro 

Gin 

Arg 

Lys 

Thr 

Lys 

Arg 

Asn 

1 




5 






10 





Thr 

Asn 

Arg 

Arg 

Pro 

Gin 

Asp 

Val 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 





20 






25 




Gin 

lie 

Val 

Gly 

Gly 

Val 

Tyr 

Leu 

Leu 

Pro 

Arg 

Arg 

Gly 

Pro 


30 





35 






40 



Arg 

Leu 

Gly 

Val 

Arg 

Ala 

Thr 

Arg 

Lys 

Thr 

Ser 

Glu 

Arg 

Ser 



45 





50 I 





55 


Gin 

Pro 

Arg 

Gly 

Arg 

Arg 

Gin 

Pro 

lie 

Pro 

Lys 

Ala 

Arg 

Gin 




60 






65 





70 

Pro 

Thr 

Gly 

Arg 

Ser 

Trp 

Gly 

Gin 

Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 






80 





Leu 

Tyr 

Ala 

Asn 

Glu 

Gly 

Leu 

Glu 

Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 






95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

Ser 

Trp 

Gly 

Pro 

Asn 

Asp 

Pro 


100 





105 






110 



Arg 

Arg 

Lys 

Ser 

Arg 

Asn 

Leu 

Gly 

Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





120 





125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met! 

Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 






135 





140 

Gly 

Gly 

Pro 

Val 

Gly 

Gly 

Val 

Al< 

=L 

Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 




I 


150 





Val 

Arg 

Val 

Leu 

Glu 

Asp 

Gly 

va: 

L 

Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 


II! 




165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 


li 

Phe 

He 

Leu 

Ala 

Leu 

Leu 


170 





175 

1 





180 



Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Ala 

Ser 

i 

Ala 







( 2 ) 


185 


INFORMATION FOR SEQ ID NO: 203 


(il 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY|: unknown 


372577 1 



(Vi) 


22 


ORIGINAL SOURCI 
(A) ORGANISM: I homosapiens 
(C) INDIVIDUAL ISOLATE: SA13 


10 


15 


20 


25 


30 


35 




(xi) 


SEQUENCE DESCRIE 

>TI0N: SEQ ID NO: 203: 

Met 

1 

Ser 

Thr 

Asn 

Pro 

5 

Lys 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Gin 

20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

Tyr 

35 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

Gin 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Gin 

70 

Pro 

Thr 

Gly 

Arg 

Ser 

75 

Trp 

Gly 

Gin 

Pro 

i 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Ala 

Asn 

Glu 

Gly 

90 

Leu 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

105 

Asn 

Trp 

Gly 

Pro 

Asn 

110 

Asp 

Pro 

Arg 

Arg 

Lys 

115 

Ser 

Arg 

Asn 

Leu 

Gly 

120 

'Lys 

| 

Val 

lie 

Asp 

Thr 

125 

Leu 

Thr 

Cys 

Gly 

Phe 

130 

Ala 

Asp 

Leu 

Met 

Gly 

135 

Tyr 

He 

Pro 

Leu 

Val 

140 

Gly 

Gly 

Pro 

Val 

Gly 

145 

Gly 

Val 

Ala 

Arg 

Ala 

150 

Leu 

Ala 

His 

Gly 

Val 

155 

Arg 

Val 

Leu 

Glu 

Asp 

160 

Gly 

Val 

Asn 

Tyr 

Ala 

165 

Thr 

Gly 

Asn 

Leu 

Ser 

Pro 

170 

Cys 

Gly 

Leu 

185 

Cys 

Thr 

Ser 

Val 

Phe 

Pro 

Ser 

175 

Thr 

lie 

Ser 

190 

Phe 

Ala 

lie 

Leu 

Ala 

180 

Leu 

Leu 


( 2 ) 


INFORMATION FOR SEQ ID NO 

(i) 


204 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 191 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 


(vi) 


(xi) 


(D) TOPOLOGY: 

ORIGINAL SOURCE 
(A) ORGANISM: 
(C) INDIVIDUAL 


unknown 


homosapiens 
ISOLATE: SA6 


SEQUENCE DESCRIPTION: SEQ ID NO: 204 


Met Ser Thr Asn Pro Lys Pro Gin Arg Lys Thr Gin Arg Asn 
1 5 i 10 


372577 1 


10 


15 


20 


25 


30 


35 


r 


Thr 

Asn 

Arg 

Arg 

Pro 

Gin 

Asp 

22E 

Val 

3 - 

Lys 

Phe 

Pro 

Gly 

Gly 

Gly 

15 

Gin 

lie 

Val 

Gly 

Gly 

20 

Val 

Tyr 

Leu 

Leu 

Pro 

25 

Arg 

Arg 

Gly 

Pro 

Arg 

30 

Met 

Gly 

Val 

Arg 

Ala 

35 

Thr 

Arg 

Lys 

Thr 

Ser 

40 

Glu 

Arg 

Ser 

Gin 

Pro 

45 

Arg 

Gly 

Arg 

Arg 

Gin 

50 

Prb 

lie 

Pro 

Lys 

Ala 

55 

Arg 

Gin 

Ser 

Ala 

Gly 

60 

Arg 

Ser 

Trp 

Gly 

Gin 

65 

Pro 

Gly 

Tyr 

Pro 

Trp 

70 

Pro 

Leu 

Tyr 

Ala 

Asn 

75 

Glu 

Gly 

Leu 

Gly 

Trp 

80 

Ala 

Gly 

Trp 

Leu 

Leu 

85 

Ser 

Pro 

Arg 

Gly 

Ser 

90 

Arg 

Pro 

Asn 

Trp 

Gly 

95 

Pro 

Asn 

Asp 

Pro 

Arg 

100 

Arg 

Lys 

Ser 

Arg 

Asn 

105 

Leu 

Gly 

Lys 

Val 

He 

110 

Asp 

Thr 

Leu 

Thr 

Cys 

115 

Gly 

Phe 

Ala 

Asp 

Leu 

120 

Met 

Gly 

Tyr 

lie 

Pro 

125 

Leu 

Val 

Gly 

Gly 

Pro 

130 

Val 

Gly 

Gly 

Val 

Ala 

135 

Arg 

Ala 

Leu 

Ala 

His 

140 

Gly 

Val 

Arg 

Val 

Leu 

145 

Glu 

Asp 

Gly 

Val 

Asn 

150 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 

Leu 

Pro 

Gly 

Cys 

Ser 

160 

Phe 

Ser 

lie 

Phe 

Val 

165 

Leu 

Ala 

Leu 

Leu 

Ser 

170 

Cys 

Leu 

185 

Thr 

Val 

Pro 

175 

Ala 

Ser 

190 

Ala 



180 




(2) 


INFORMATION FOR SEQ ID NO 
(i) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 1(91 amino acids 


(B) 

(C) 

(D) 


TYPE: 


ami' 


205 : 


•no acid 


STRANDEDNESS : unknown 


TOPOLOGY : 


unknown 


(vi) 


(xi) 


ORIGINAL SOURCE: 
(A) 

(C) 


ORGANISM: I homosapiens 
INDIVIDUAL ISOLATE: SA11 


SEQUENCE DESCRIPTION: SEQ ID NO: 205 


Met 

1 

Thr 

15 

Gin 

Arg 


Ser Thr Asn Pro Lys Pro Glp Arg Lys Thr Lys Arg Asn 
5 I 10 

Asn Arg Arg Pro Gin Asp Vail Lys Phe Pro Gly Gly Gly 

20 25 

lie Val Gly Gly Val Tyr Leu Leu Pro Arg Arg Gly Pro 
30 35 40 

Leu Gly Val Arg Ala Thr Afg Lys Thr Ser Glu Arg Ser 


45 


55 


Gin Pro Arg Gly Arg Arg Gin Pro lie Pro Lys Ala Arg Gin 


60 


65 


70 


372577 1 


10 


- 22 


e - 


Pro 

Thr 

Gly 

Arg 

Ser 

Trp 

Gly 

Gli 

:l Pro 

Gly 

Tyr 

Pro 

Trp 

Pro 





75 





80 





Phe 

Tyr 

Ala 

Asn 

Glu 

Gly 

Leu 

Gi: 

r Trp 

Ala 

Gly 

Trp 

Leu 

Leu 

85 





90 





95 




Ser 

Pro 

Arg 

Gly 

Ser 

Arg 

Pro 

As] 

l Trp 

Gly 

Pro 

Asn 

Asp 

Pro 


100 





105 





110 



Arg 

Arg 

Arg 

Ser 

Arg 

Asn 

Leu 

GL 

r Lys 

Val 

lie 

Asp 

Thr 

Leu 



115 





12 ( 

) 




125 


Thr 

Cys 

Gly 

Phe 

Ala 

Asp 

Leu 

Met Gly 

Tyr 

lie 

Pro 

Leu 

Val 




130 





135 





140 

Gly 

Gly 

Pro 

Val 

Gly 

Gly 

Val 

Ala Arg 

Ala 

Leu 

Ala 

His 

Gly 





145 



| 

1 

150 





Val 

Arg 

Ala 

Leu 

Glu 

Asp 

Gly 

Vai 

1 Asn 

Tyr 

Ala 

Thr 

Gly 

Asn 

155 





160 





165 




Leu 

Pro 

Gly 

Cys 

Ser 

Phe 

Ser 

11 

2 Phe 

lie 

Leu 

Ala 

Leu 

Leu 


170 





175 





180 



Ser 

Cys 

Leu 

Thr 

Val 

Pro 

Ala 

Tt: 

r Ala 








185 





190 







( 2 ) 


INFORMATION FOR SEQ ID NO: 206: 


15 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: / 191 amino acids 

(B) TYPE: amino acid 


(C) 

(D) 


STRANDEDNESS 


unknown 


TOPOLOGY : unknown 


20 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: homosapiens 

(C) INDIVIDUAL ISOLATE: HK2 


25 


30 




(xi) 


SEQUENCE 

DESCRIPTION: SEQ ID NO: 206: 

Met 

1 

Ser 

Thr 

Leu 

Pro 

5 

Lys 

Pro 

Gin 

Arg 

Lys 

10 

Thr 

Lys 

Arg 

Asn 

Thr 

15 

Asn 

Arg 

Arg 

Pro 

Thr . 
20 

Asp 

Val 

Lys 

Phe 

Pro 

25 

Gly 

Gly 

Gly 

Gin 

lie 

30 

Val 

Gly 

Gly 

Val 

T y r 

3 5 

Leu 

Leu 

Pro 

Arg 

Arg 

40 

Gly 

Pro 

Arg 

Leu 

Gly 

45 

Val 

Arg 

Ala 

Thr 

Arg 

50 

Lys 

Thr 

Ser 

Glu 

Arg 

55 

Ser 

Gin 

Pro 

Arg 

Gly 

60 

Arg 

Arg 

G£Ln 

Pro 

lie 

65 

Pro 

Lys 

Ala 

Arg 

Gin 

70 

Pro 

Gin 

Gly 

Arg 

His 

75 

Trp . 

Ala 

Gin 

Pro 

Gly 

80 

Tyr 

Pro 

Trp 

Pro 

Leu 

85 

Tyr 

Gly 

Asn 

Glu 

Gly 

90 

Cys 

Gly 

Trp 

Ala 

Gly 

95 

Trp 

Leu 

Leu 

Ser 

Pro 

100 

Arg 

Gly 

Ser 

Arg 

Pro 

p_05 

His 

Trp 

Gly 

Pro 

Asn 

110 

Asp 

Pro 

Arg 

Arg 

Arg 

115 

Ser 

Arg 

Asn 

Leu 

i 

Gly 

120 

Lys 

Val 

lie 

Asp 

Thr 

125 

Leu 


35 


372577 1 





- 227 


Thr Cys Gly Phe Ala Asp Leu Met Gly Tyr lie Pro Val Val 
130 135 140 

Gly Ala Pro Leu Gly Gly Val A . a. Ala Ala Leu Ala His Gly 

145 150 

Val Arg Ala lie Glu Asp Gly lie Asn Tyr Ala Thr Gly Asn 
155 160 165 

Leu Pro Gly Cys Ser Phe Ser lie Phe Leu Leu Ala Leu Leu 
170 175 180 

Ser Cys Leu Thr Thr Pro Ala Ser Ala 
185 190 


(2) INFORMATION FOR SEQ ID NO: 207: 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 40 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY:! linear 


SEQUENCE DESCRIPTION: SEQ ID NO: 207 


GCGTCCGGGT TCTGGAAGAC GGCGTGAACT ATGCAACAGG 


(2) INFORMATION FOR SEQ ID NO: 208: 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 40 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 208 

AGGCTTTCAT TGCAGTT CAA GGCCGTGCTA TTGATGTGCC 


(2) INFORMATION FOR SEQ ID NO: 209: 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: ko base pairs 

(B) TYPE: njucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGyJ: linear 

(xi) SEQUENCE DESCRIPTION: .SEQ ID NO: 209 

AAGACGGCGT GAACTATGCA ACAGGGAACC TTCCTGGTTG 


(2) INFORMATION FOR SEQ ID NO : 210 : 


372577 1 



10 


- 2 28 - 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 40 | base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 210 

AGTT CAAGGC CGTGCTATTG ATGTGCCAAC TGCCGTTGGT 


(2) INFORMATION FOR SEQ ID NO: 2 11: 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 40 (base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 


(D) TOPOLOGY: 


(xi) 


linear 


SEQUENCE DESCRIPTION: SEQ ID NO: 211: 


15 


AAGACGGCGT GAATTCTGCA ACAGGGAACC TTCCTGGTTG 


40 


40 


20 


25 


30 


(2) INFORMATION FOR SEQ ID NO:212: 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 J 0 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY:' linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 212: 

AGTT CAAGGC CGTGGAATTC ATGTGCCAAC TGCCGTTGGT 


(2) INFORMATION FOR SEQ ID NO:213: 


(i) 


(xi) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 42 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEJNESS : single 

(D) TOPOLOG-j: linear 

SEQUENCE DESCRIPTION: SEQ ID NO: 213 


ARCTYCGACG TYACATCGAY CTGCTYGTYG GRAGYGCCAC CC 


40 


42 


(2) 


INFORMATION FOR SEQ ID 


NO : 214 : 


35 


372577 1 
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9 - 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 31lbase pairs 

(B) TYPE: nuclleic acid 

(C) STRANDEDNESp : single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 214 

RCARGCCRTC TTGGAYATGA TCGCTGGWGG Y 


31 


10 


15 


(2) INFORMATION FOR SEQ ID NO: 215: 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 2 ijase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 215 

CRATACGACR Y CAYGTCGAY TTGCTCGTTG GGGCGGCTRY YT 


42 


20 


25 


30 


(2) INFORMATION FOR SEQ ID NO:216: 


(i) 


SEQUENCE CHARACTERISTICS : 


(A) LENGTH: 31 

(B) TYPE: nuc 


base pairs 
leic acid 


(C) STRANDEDNESS: single 


(D) 


TOPOLOGY : 


(xi) 


linear 


SEQUENCE DESCRIPTION: SEQ ID NO: 216 


RCAAGCTRTC RTGGAYRTGG TRRCRGGRGC C 


(2) INFORMATION FOR SEQ ID N®:217: 


(i) 


31 


(xi) 


SEQUENCE CHARACTERISTICS: 

: p base pairs 
:leic acid 
3SS : single 

linear 

SEQUENCE DESCRIPTION: SEQ ID NO: 217 
ATG TCCGCCACGC 


(A) 

LENGTH : 4 

(B) 

TYPE : nu 

(C) 

STRANDEDN 

(D) 

TOPOLOGY : 


TTGCGGACKC ACATYGACAT GGTYGTG 
(2) INFORMATION FOR SEQ ID ISO: 218: 


40 


35 


372577 1 




10 


15 


(i) 


HARAi 


(xi) 


SEQUENCE C: 

(A) LENGTH 

(B) TYPE: 

(C) STRANDS 

(D) TOPOLOG 

SEQUENCE DEfe 


CTERISTICS : 

43 base pairs 
nucleic acid 
DNESS : single 

Y: linear 

CRIPTION : SEQ ID NO: 218 


GATGCGCGTT CCCGAGGTCA TCWTAGACAT CRTYRGCGGR GCD 


(2) INFORMATION FOR SEQ ID NO: 219: 


(i) 


SEQUENCE C: 


hLra< 


CTERISTICS : 


(A) LENGTH': 54 base pairs 

(B) TYPE: I nucleic acid 

"" STRANDEDNESS: single 


(C 

(D) 


(xi) 


TOPOLOGY: linear 

SEQUENCE DESCRIPTION: SEQ ID NO:219: 


AATGGCACCY TGCRCTGCTG GATACAAGTR ACACCTAATG TGGCTGTGAA 
ACAC 


43 


50 

54 


20 


25 


30 


(2) INFORMATION FOR SEQ ID NO: 220: 


(i) 


(xi) 


SEQUENCE (CHARACTERISTICS : 

(A) LENGTH: 31 base pairs 

(B) TYPE I nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY : linear 

SEQUENCE /DESCRIPTION: SEQ ID NO: 220 


TGARCTAGYC CTYSARGTYG TCtTTCGGYGG Y 


( 2 ) 


INFORMATION FOR SEQ ID NO: 221 


(i) 


(xi) 


SEQUENCE/ CHARACTERISTICS: 

(A) LENGTH: 54 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

SEQUENCE DESCRIPTION: SEQ ID NO: 221: 


GCCAACGTCT CTCGATGTTG ,GGTGCCGGTT GCCCCCAATC T CGC CAT AAG 
TCAA 


31 


50 

54 


35 


372577 1 



231 


(2) INFORMATION FOR SEQ ID NO: 222': 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 46 ba !se pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS.: single 

(D) TOPOLOGY: Linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 222: 

AAGGGCCTGC GAGCACACAT CGATAT CATC GTGATGTCTG CTACGG 4 6 


10 


(2) INFORMATION FOR SEQ ID NO:|223: 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 45 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNE^S : single 

(D) TOPOLOGY: linear 


15 


20 


25 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO:223: 

TTGGTGCGCA TCCCGGAAGT CATCTTGGAT ATTGTTACAG GAGGT 


(2) INFORMATION FOR SEQ ID NO: 224: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: / 4 0 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:224: 

AGTCAGGTAY GT CGGAGCAA CCACCGCYTC GATACGCAGT 

l 


30 


(2) INFORMATION FOR SEQ ^ID NO: 22 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 46 base pairs 

(B) TYPE/: nucleic acid 

(C) STRAfNDEDNESS : single 

(D) TOPOLOGY: linear 

(xi) SEQUENCe/ DESCRIPTION: SEQ ID NO:225: 


AGCCTTCACG TTCAGACCKC GTCGCCATCA AACRGTCCAG ACCTGT 


45 


40 


46 


35 


372577 1 



23 2 


10 


15 


(2) INFORMATION FOR SEQ ID NO 


(i) 


SEQUENCE CHARACTERISTICS: 


(A) LENGTH: 75 

(B) TYPE: mac]] 

(C) STRANDEDNE 

(D) TOPOLOGY: 


(xi) 


226 : 


base pairs 
eic acid 
£|S : single 

linear 


SEQUENCE DESCRIPTION: SEQ ID NO:226: 


TCCCCCGCYG TGGGTATGGT GGTRGCGCAC RTY CTGCGDY TGCCCCAGAC 
CKTGTTYGAC ATAMTRGCYG GGGCC 


(2) INFORMATION FOR SEQ ID NO 


(i) 


SEQUENCE CHARAC 

(A) LENGTH: 39 

(B) TYPE: nucleic acid 

(C) STRANDEDNeJbS : single 

(D) TOPOLOGY: / linear 


50 

75 


227 


ERISTICS : 
base pairs 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 227 


ACGCCGGTGA CGCCTACAGT GGCTGTCGCA CACCCGGGC 


39 


20 


25 


30 


35 


(2) INFORMATION FOR SEQ ID NO: 228: 


(i) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 42 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

SEQUENCE DEScf: 


jlRIPTION: SEQ ID NO: 228 
ATGAGGGTCC CCACAGCCTT TCTCGACATG GTTGCCGGAG GC 


42 


(2) INFORMATION FOR SEQ ID 


(i) 


NO: 229 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 40 base pairs 

(B) TYPE: pucleic acid 

(C) STRANDEIDNESS : single 

(D) TOPOLOGY: linear 


(xi) 


SEQUENCE DES 


CGCGCCCTAT CCCAACGCAC CGTTAGAGTC CATGCGCAGG 


372577 1 


CRIPTION : SEQ ID NO: 229 


40 



o 



- 233i 


10 


15 


(2) INFORMATION FOR SEQ ID NO: 230: 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 49 Base pairs 

(B) TYPE: nuclejic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: ljinear 


(xi) 


SEQUENCE DESCRIPT 


TCAGATCTTA CGGATCCCCT CTATCCTAGG 


(2) INFORMATION FOR SEQ ID NO : 2 


(i) 


|ION: SEQ ID NO: 23 0: 
TGACTTGCTC ACCGGGGGT 

131: 


49 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 k>ase pairs 

(B) 1- 1 - 

(C) 

(D) 


TYPE: nucleic acid 

STRANDEDNESS : single 

TOPOLOGY : i inear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 231: 

CAGTCACGCT GCTGGGTGGC CCTTACTCCC ACCGTGGCGG YGY CTTATAT 
CGGT 


50 

54 


20 


25 


(2) INFORMATION FOR SEQ ID NO: 232 


(i) 


(xi) 


r 


Li 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: afl base pairs 

(B) TYPE: nucleic acid 

(C) STRANDED&ESS : single 

(D) TOPOLOGY/: linear 

SEQUENCE DESCRIPTION: SEQ ID NO:232: 


TAGCACTCTG GTRGAYCTAC TCRCTGGAGG G 


31 


30 


35 


(2) INFORMATION FOR SEQ IE) NO: 2 33 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH! 54 base pairs 

(B) TYPE: (nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:233: 

AAGT CTACAT GCTGGGTGTC TCTqACCCCC ACCGTGGCTG CGCAACATCT 


372577 1 


50 





234 


GAAT 


54 


10 


(2) INFORMATION FOR SEQ ID NO:234: 


(i) 


(xi) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 31 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

SEQUENCE DESCRIPTION: SEQ ID NO: 234 


AGGCGCCATG GTCGACCTGC TTGCAGGCGG 


(2) INFORMATION FOR SEQ ID NO: 235: 


31 


15 


(i) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 43 bkse pairs 

(B) TYPE: nuclejic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: i inear 

SEQUENCE DESCRIPTION: SEQ ID NO: 235 


TCAGCCCCGA VYYTCGGAGC GGTCACGGGT CCTCTTCGGA GGG 


43 


20 


(2) INFORMATION FOR SEQ ID NO/: 236 


(i) 


SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 44* base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY:/ linear 


25 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 236 

TGYTACGGAT Y CCCCARGTG GTCATHjLaCA TCATWGCCGG GGSC. 


44 


30 


35 


(2) INFORMATION FOR SEQ ID /NO: 237: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH:/ 4 0 base pairs 

(B) TYPE: /nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY : linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 237 

CATACCAAAT GCTTCCACGC CCGCAACGGG ATTCCGCAGG 


40 


372577 1 




- 235 - 


10 


15 


(2) INFORMATION FOR SEQ ID NO: 238: 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 23 8: 

TCTTCTTGCG GGCGCCGCAG TGGTTTGCTG ATCCCTG 
(2) INFORMATION FOR SEQ ID NO: 23 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 52 k>ase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

SEQUENCE DESCRIPTION: SEQ ID NO:239: 


37 


(xi) 


ATCTAGCATC TTGAGGGTAC CTGAGATTTG TGCGAGTGTG ATATTTGGTG 50 
GC I 52 


20 


25 


30 


35 


(2) INFORMATION FOR SEQ ID NO/: 24 0: 


(i) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 1 amino acids 

(B) TYPE: am|no acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY :/ unknown 

SEQUENCE DESCRJIPTION : SEQ ID NO:240: 


Trp lie Gin Val Thr Pro Asn ^al Ala Val Lys His Arg Gly Ala 

10 15 

is Xaa Asp Xaa lie Val Met Ala 
25 30 


Leu Thr His Asn Leu Arg Xaa 

20 

Ala Thr Val 


Vd 

ii 


(2) INFORMATION FOR SEQ ID 


NO: 241 : 


(i) 


SEQUENCE CHARjAi 

(A) LENGTH: 

(B) TYPE: a 

(C) STRANDEEN 

(D) TOPOLOGY 


372577 1 


CTERISTICS : 

33 amino acids 
Imino acid 
ESS : unknown 

unknown 




■ A 





- 236 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 241: 


Trp Val Pro Val Ala Pro Asn Leu 

5 

Leu Thr Lys Gly Leu Arg Ala His 

20 

Ala Thr Val 


Ala lie Ser Gin Pro Gly Ala 
10 15 

lie Asp lie lie Val Met Ser 
25 30 


10 


(2) INFORMATION FOR SEQ ID NO:242: 


(i) 


SEQUENCE CHARACTER I ST I CS : 

(A) LENGTH: 33 kmino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: Unknown 


15 


20 


25 


30 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO:242: 


Trp lie Pro Val Xaa Pro Asn Val' 

5 

Leu Thr Gin Gly Leu Arg Thr His 

20 

Ala Thr Leu 


Ala Val Xaa Xaa Pro Gly Ala 
10 15 

lie Asp Met Val Val Met Ser 
25 30 


(2) INFORMATION FOR SEQ ID NO, 


(i) 


: 243 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 31 amino acids 

(B) TYPE: amdino acid 

(C) STRANDEDNESS: unknown 


(D) TOPOLOGY: 


(xi) 


unknown 


SEQUENCE DESCRIPTION: SEQ ID NO:243: 


Trp Thr Xaa Val Thr Pro Thr Val Ala Val Arg Tyr Val Gly Ala 

5 10 15 

Thr Thr Ala Ser lie Arg Ser His Val Asp Leu Leu Val Gly Ala 


20 


Ala Thr Xaa 


25 


30 


(2) INFORMATION FOR SEQ ID NO: 244: 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3*3 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY :! unknown 


35 


372577 1 
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10 


15 


20 


25 


30 


35 


(xi) 


SEQUENCE 


Trp Val Ala Leu Xaa Pro 

5 

Xaa Thr Xaa Xaa lie Arg 

20 

Ala Xaa Phe 


J ESCRIPTION: SEQ ID NO: 244: 

hr Leu Ala Ala Arg Asn Xaa Xaa Xaa 
10 15 

fcaa His Val Asp Leu Leu Val Gly Ala 
25 30 


(2) INFORMATION FOR SEQ ID NO: 245: 


(i) 


SEQUENCE [CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 

(B) TYPE]: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


(xi) 


SEQUENCE 


Trp 

Pro 

Ala 

( 2 ) 


Val Xaa Xaa Xaa Pro 
5 

Xaa Xaa Gin Leu Arg 
20 

Thr Leu 


INFORMATION FOR SE® 


(i) 


DESCRIPTION: SEQ ID NO: 24 5: 

Thr Val Ala Thr Arg Asp Gly Lys Leu 
10 15 

jArg Xaa lie Asp Leu Leu Val Gly Ser 
25 30 


ID NO: 246 : 

SEQUENCE [CHARACTERISTICS : 

(A) LENGTH: 33 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : unknown 

(D) TOEjOLOGY : unknown 


(xi) 


SEQUENCE 


DESCRIPTION: SEQ ID NO: 246: 


Thr Pro Val Thr Pr<p 
5 


20 


(2) INFORMATION FOR SEQ ID NO: 247: 


(i) 


SEQUENCE 

(A) L £ 

(B) 

(c) ST: 

(D) 


(xi) 


Thr Val Ala Val Ala His Pro Gly Ala 
10 15 


Trp 

Pro Leu Glu Ser Phe Arfj Arg His Val Asp Leu Met Val Gly Ala 
Ala Thr Leu 


25 


30 


CHARACTERISTICS : 
NGTH: 33 amino acids 
E: amino acid 

RANDEDNESS : unknown 

OLOGY : unknown 


T<DP 


SEQUENCE DESCRIPTION: SEQ ID NO: 24 7 
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Trp Val Ala Leu Thr Pro Thrj 

5 

Pro Leu Xaa Ser Xaa Arg Arc/ 

20 

Ala Thr Val 


(2) INFORMATION FOR SEQ ID 


(i) 


Val Ala Xaa Xaa Tyr lie Gly Ala 
10 15 

His Val Asp Leu Met Val Gly Ala 
25 30 


NO: 248 : 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : unknown 

(D) TOPOLOGY: unknown 

SEQUENCE DESCRIPTION: SEQ ID NO:248: 


15 


Trp Val Ser Leu Thr Pro Thu/ Val Ala Ala Gin His Leu Asn Ala 

10 15 

Pro Leu Glu Ser Leu Arg Arif His Val Asp Leu Met Val Gly Gly 

20 / 25 30 

Ala Thr Leu 


(2) INFORMATION FOR SEQ ID NO: 24 9 


20 


(i) 


SEQUENCE CHARACTERISTICS 

(A) LENGTH: 33 amino acids 

(B) TYPE j amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY : unknown 


(xi) 


SEQUENCE /DESCRIPTION: SEQ ID NO:249: 


25 


Trp Val Pro Leu Thr Pro/ Thr Val Ala Ala Pro Tyr Pro Asn Ala 

5 / 10 15 

Pro Leu Glu Ser Met Arg/ Arg His Val Asp Leu Met Val Gly Ala 

20 / 25 30 

Ala Thr Met 


30 


35 


(2) INFORMATION FOR SEQ ID NO: 250: 


(i) 


(xi) 


372577 1 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

( D ) TpPOLOGY : unknown 


SEQUEN 


CE DESCRIPTION: SEQ ID NO: 250 



10 


23 9 - 


Trp 

Val 

Xaa 

lie 

Thr 

5 

Pro 

Val 

Ala 

Thr 

Ala 

Ala 

Leu 

Pro 

Leu 

20 

Arg 


(2) INFORMATION FOR SEQ ID NO: 251: 


10 15 
Lsp Tyr Leu Ala Gly Gly 
25 30 


(i) 


SEQUENCE CHARACTERISTICS: 


(A) 

(B) 

(C) 

(D) 


LENGTH : 3 
TYPE : air 


TOPOLOGY 


3 amino acids 
ino acid 


STRANDEDNESS : unknown 


unknown 


SEQUENCE DESCRIPTION: SEQ ID NO: 251: 


Trp 

Pro 

Ala 


(xi) 


His Ala Val Thr Pro Thr Leu Ala lie Pro Asn Ala Ser Thr 

5 | 10 15 

Ala Thr Gly Phe Arg Arg His Val Asp Leu Leu Ala Gly Ala 

20 / 25 30 

Val Val 


15 


20 


25 


30 


35 


(2) INFORMATION FOR SEQ ID/ NO: 252 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH/ 23 amino acids 

(B) TYPE: j amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:252: 

Thr Leu Thr Met lie Leu Ala Tyr Ala Ala Arg Val Pro Glu Leu 


10 


. 15 


Xaa Leu Xaa Val Val Phe ply Gly 

20 


( 2 ) 


INFORMATION FOR SEQ ID NO: 253: 

(i) SEQUENCE/ CHARACTERISTICS : 

(A) LENGTH: 23 amino acids 

(B) TYHE : amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: unknown 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO:253: 


Thr Thr Thr Met Leu Le/u Ala Tyr Leu Val Arg lie Pro Glu Val 

5 I 10 15 

lie Leu Asp lie Val Tq.r Gly Gly 

20 


372577 1 
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(2) INFORMATION FOR SEQ ID NO: 2 54 


(i) 


10 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amilno acids 

(B) TYPE: amino ofcid 

(C) STRANDEDNESS: I unknown 

(D) TOPOLOGY: unknown 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 254: 

Thr Xaa Thr Xaa lie Leu Ala Tyr xLa Met Arg Val Pro Glu Val 

5 f 10 15 

lie Xaa Asp lie Xaa Xaa Gly Ala 

20 


(2) INFORMATION FOR SEQ ID NO: 2 55: 


15 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 Wmino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY: {inknown 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 255 


20 


Ala Val Gly Met Val Val Ala His Xaa Leu Arg Leu Pro Gin Thr 

5/10 15 

Xaa Phe Asp lie Xaa Ala Gly Al/a 

20 


25 


(2) INFORMATION FOR SEQ 


(i) 



: 256 : 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 

(B) TYPE: a/nino acid 

(C) STRANDEDNESS : unknown 

(D) TOPOLOGY: unknown 


30 


35 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 256: 


Thr Xaa Ala Leu Val Xaa Se i Gin Leu Leu Arg Xaa Pro Gin Ala 

5/10 15 

Xaa Xaa Asp Xaa Val Xaa Gl r Ala 

20 


(2) INFORMATION FOR SEQ D NO: 257: 


(i) 


SEQUENCE C 



CTERISTICS : 


(A) LENGTH: 23 amino acids 


372577 1 



I 


- 241 


5 


10 


15 


(B) TYPE: amino 

(C) STRANDEDNESS 

(D) TOPOLOGY: 


(xi) 


SEQUENCE DESCRIPT 


U 1 


acid 

unknown 
known 


Thr Xaa Ala Leu Val Xaa Ala Gin 

5 

Xaa Leu Asp Met lie Ala Gly Ala 

20 


[ION: SEQ ID NO: 257: 

Leu Leu Arg Xaa Pro Gin Ala 
10 15 


(2) INFORMATION FOR SEQ ID NO: 258: 


( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 23 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESJ3 : unknown 

(D) TOPOLOGY: unknown 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:258: 

Thr Thr Thr Leu Leu Leu Ala Gin lie Met Arg Val Pro Thr Ala 

5 I 10 15 

Phe Leu Asp Met Val Ala Gly Gly 

20 / 


20 


25 


30 


35 


(2) INFORMATION FOR SEQ ID NO: 259: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 ( 3 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY/: unknown 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 259 


Thr Thr Thr Leu Xaa Leu Ala / Gin Val Met Arg lie Pro Ser Thr 

5/10 15 

Leu Val Asp Leu Leu Xaa Gly Gly 

20 / 


(2) INFORMATION FOR SEQ ID NO: 260: 


(i) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 

(B) TYPE:/ amino acid 

( C ) STRANDEDNE S S : unknown 

(D) TOPOLOGY: unknown 


(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 260 
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Thr Ala Thr Leu Val Leu Ala (Bln Leu Met Arg lie Pro Gly Ala 


10 


Met Val Asp Leu Leu Ala Gly (fly 

20 


15 


10 


15 


20 


25 


30 


(2) INFORMATION FOR SEQ ID 


261 : 


(i) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 

(B) TYPE: amdlno acid 

(C) STRANDEDNEKSS : unknown 

(D) TOPOLOGY: 1 unknown 

SEQUENCE DESCRI 


PTION: SEQ ID NO: 261: 


Thr Ser Ala Leu lie Met Ala Glm lie Leu Arg lie Pro Ser lie 


Leu Gly Asp Leu Leu Thr Gly Gly 

20 


[ 2 ) INFORMATION FOR SEQ ID NO 


10 


15 


(i) 


SEQUENCE CHARACTERISTICS 


(A) 

(B) 

(C) 

(D) 


LENGTH: 23 


262 : 


amino acids 


TYPE: amino acid 


STRANDEDNE 
TOPOLOGY : 


(xi) 


SEQUENCE DESCR3J 


Xaa Thr Ala Leu Xaa Met Ala GIlj 

5 

Val lie Asp lie lie Ala Gly X^a 

20 


pS : unknown 

unknown 


IPTION: SEQ ID NO: 2 62: 


n Xaa Leu Arg lie Pro Gin Val 
10 15 


[ 2 ) INFORMATION FOR SEQ ID NO:263: 


(i) 


(xi) 


SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: unknown 

(D) TOPOLOGY I unknown 

SEQUENCE DESCRIPTION: SEQ ID NO:263: 


Thr Thr Thr Leu Val Leu Ser Ber lie Leu Arg Val Pro Glu lie 

5 10 15 

Cys Ala Ser Val lie Phe Gly |Gly 

20 


35 
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